
         ************************** *********** ****************** ****  ********* *** ****  ******** *****  ******  ****  * ******** **  * ** **    * *** *  *
   L1-17 GGAAGAGACCACCAACACTGCTCACCCCTGCCCACATCCCTGGCCCAAGAGGAAACTGTATAAGGCCTCTGGGCTCCCGTGGGGGAGGGCCCAGGAGCGGCAGGACCCCTGC--CTGAGACACCGCCAGAACCTGAACAAAACAGACCGG   148
   L1-21 GGAAGAGACCACCAACACTGCTCACCCCTGCCCACATCCCTGGCCCAAGAGGAAACTGTATAAGGCCTCTGGGCTCCCGTGGGGGAGGGCCCAGGAGCGGCAGGACCCCTGC--CTGAGACACCGCCAAAACCTGAAGGAAACAGACTGG   148
    L1-8 GGAAGAGACCACCAACACTGCTCACCCCTGCCCACATCGCTGGCCCAAGAGGAAACTGTATAAGGCCTCTGGGCTCCCGTGGAGGAGGGCCCAGGAGCAGCAGGACACCTGC--CTGAGACACCACCGAAACCGGAAAGAAACAGACCGG   148
   L1-13 GGAAGAGACCACCAACACTGCTCACCCCTGCCCACATCACTGGCCCAAGAGGAAACTGTATAAGGCCTCTGGGCTCCCGTGGAGGAGGGCCCAGGAGCAACAGGACACCTGC--CTGAGACACCACCGAAACCGGAAAGAAACAGACCGG   148
   L1-12 GGAAGAGACCACCAACACTGCTCACCCCTGCCCACATCCCTGGCCCAAGAGGAAACTGTATAAGGCCTCTGGGCTCCCGTGGGGGAGGGCCCAGGAGCAGCAGGACCCCTGC--CAGAGACACCTCCGGACCCTGAAGGAAACAGACCAG   148
    L1-3 GGAAGAGACCACCAACACTGCTCACCACTGCCCACATCCCTGGCCCAAGAGGAAACTGTATAAGGCCTCTGGGCTCCCGTGGGGGAGGGCCCAGGAGCGGCAGGACTTCTGCGCCTGAGACACCACCGGAACCTGAAAGAAACAGACCGG   150
   L1-23 GGAAGAGACCACCAACACTGCTCACCCCTGCCCACATCCCTGGCCCAAGAGGAAACTGTATAAGGCCTCTGGGCTCCCGTGGGGGAGGGCCCAGGAGCGGCAGGACTTCTGCGCCTGAGACACCGCCGGAACCTGAAAGAAACAGACCGG   150
   L1-22 GGAAGAGACCACCAACACTGCTCACCCCTGCCCACATCCCTGGCCCAAGAGGAAACTATATAAGGCCTCTGGGCTCCGGTGGGGGAGGGCCCAGGAGCGGCAGGACCCCTGC--CTGAGACACCACCTGAACCTGAAGGAAACAGACCGG   148
   L1-10 GGAAGAGACCACCAACACTGCTCACCCCTGCCCACATCCCTGGCCCAAGAGGAAACTGTATAAGGCCTCTGGGCTCCCGTGGGGGAGGGCCCGGGAGCGGCAGGACCCCTGC--CTGAGACACCACCGGAACCTGAGGGAAACAGGCCGG   148
   L1-19 GGAAGAGACCACCAACACTGCTCACCCCTGCCCACATCCCTGGCCCAAGAGGAAACTGTATACAGCCTCTGGGTTCCTGTGGGAGAGGGCCCAGGAGCGGCAGGACCCCTGCGCCTGAGACACCGCCGGAACCTGAAGGGA-CAGACCCG   149
   ruler 1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

         *************************  *** *** ***** * ******************** *** ******************** * *** ***  ****** *** ********* *   * **  **********  **** **
   L1-17 ATAAACAGTTCTCTGCACCCAAATCCCGTGGGAGGGAGAGCTAAACCTTCAGAGAGGCAGACAAGCCTGGGAAACCAGAAGAGACTGCTCTCTGCACACACATCTCGGACGCCAGAGGAAAAAGCCGAAGACCATCTGGAACCCTGGTGC   298
   L1-21 ATAAACAGTTCTCTGCACCCAAATCCCGTGGGAGGGAGAGCTAAACCTTCAGAGAGGCAGACAAGCCTGGGAAACCAGAAGAGACTGCTCCCTGCACACACATCTCGGACACCAGAGGAAAAAGCCAAAGACCATCTGGAACCCTGGTGC   298
    L1-8 ATAAACAGTTCTCTGCACCCAAATCCCGTGGGAGGGAGAGCTAAACCTTCAGAGAGGCAGACAAGCCTGGGAAACCAGAAGAGACTGCTCCCTGCACACACATCTCGGACGCCAGAGGAAAAAGCCAAAGACCATCTGGAAATCTGGTGC   298
   L1-13 ATAAACAGTTCTCTGCACCCAAATCCCGTGGGAGGGAGAGCTAAACCTTCAGAGAGGCAGACAAGCCTGGGAAACCAGAAGAGACTGCTCCCTGCACACACATCTCGGACGCCAGAGGAAAAAGCCAAAGACCATCTGGAAATCTGGTGC   298
   L1-12 ATAAACAGTTCTCTGCACCCAAATCCCGTGGGAGGGAGAGCTAAACCTTCAGAGAGGCAGACAAGCCTGGGAAACCAGAAGAGACTGCTCCCTGCACACACATCTCGGACGCCAGAGGAAAAAGCCAAAGACCATCTGGAACCCTGGCGC   298
    L1-3 ATAAACAGTTCTCTGCACCCAAATCCCGTGGGAGGGAGAGCTAAACCTTCAGAGAGGCAGACAAGCCTGGGAAACCAGAAGAGACTGCTCCCTGCACACACATCTCGGACGCCAGAGGAAAAAGCCAAAGACCATCTGGAACCCTGGTGC   300
   L1-23 ATAAACAGTTCTCTGCACCCAAATCCCGTGGGAGGGAGAGCTAAACCTTCAGAGAGGCAGACAAGCCTGGGAAACCAGAAGAGACTGCTCCCTGCACACACATCTCGGACGCCAGAGGAAAAAGCCAAAGACCATCTGGAACCCTGGTGC   300
   L1-22 ATAAACAGTTCTCTGCACCCAAATCCTGTGGGAGGGAGAGCTAAACCTTCAGAGAGGCAGACAAGCCTGGGAAACCAGAAGAGACTGCTCTCTGCACACACATCTCGGACGCCAGAGGAAAAAGCCAAAGACCATCTGGAACCCTGGTGC   298
   L1-10 ATAAACAGTTCTCTGCACCCAAATCCCGTGGGAGGGAGAGTTGAACCTTCAGAGAGGCAGACAAGCCGGGGAAACCAGAAGAGACTGCTCTCTGTACATACATCTCGGACGCCAGAGGAAAACATCAAAGGCCATCTGGAACCCTGGTGC   298
   L1-19 ATAAACAGTTCTCTGCACCCAAATCACGTGAGAGTGAGAGCTAAACCTTCAGAGAGGCAGACACGCCTGGGAAACCAGAAGAGACTGCACTCTGCACA--CATCTCTGACGCCAGAGGAAGACACCAAACGCCATCTGGAACCCTGGTGC   297
   ruler .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

         ** ** **********  ***  * *** ****************  * ** ****** * * * *** ****   **** *** *** **** *********  **** * *  * ***********  *   ** **   *** * **
   L1-17 ACTGAAGCTCCCGGAAACGGCGACACAGGTCTTCCTGGTTGCTGCCTCTGCAGAGAGCCCCTGGGCAGCACCCCACGAGCGAACTTGAGCCTCCGGACCACAGATAAGACCAAATTTTCTGCTGCAAGAAAGCTGCCTGGTGAACTCAAG   448
   L1-21 ACTGAAGCTCCCGGAAGGGGCGGCACAGGTCTTCCTGGTTGCTGCCGCTGCAGAGAGCCCGTGGGCAGCACCCCACGAGCGAACTTGAGCCTCAGGACCACAGGTAAGACCAACTTTTCTGCTGCAAGAAACCTGCCTGGTGAACTCAAG   448
    L1-8 ACTGAAGCTCCCGGAAGGGGCCGCACAGGTCTTCCTGGTTGCTGCCGCTGCAGAGAGCCCCTGGGCAGCACCCCACGAGCGAACCTGAGCCTCAGGACCACAGGGAAGAACCAAATTTCTGCTGCAAGAAAGCTGCCTGTGTAACTCAAG   448
   L1-13 ACTGAAGCTCCCGGAAGGGGCGGCACAGGTCTTCCTGGTTGCTGCCGCTGCAGAGAGCCCCTGGGCAGCACCCCACGAGCGAACCTGAGCCTCAGGACCACAGGGAAGACCAAATTTTCTGCTGCAAGAAAGCTGCCTGGTGAACTCAAG   448
   L1-12 ACTGAAGCTCCCGGAAGGGGCGGCACAGGTCTTCCTGGTTGCTGCCGCTGCAGAGAGCCCCTGGGCAGCACCCCACGAGCAAACCTGAGCCTCGGGACCACAGGTAAGACCAAATTTTCTGCTGCAAGAAAGCGGCCTGGTGAACTCAAG   448
    L1-3 ACTGAAGCTCCCGGAAGGGGCGGCACAGGTCTTCCTGGTTGCTGCCGCTGCAGAGAGCCCCTGGGCAGCACCCCACGAGCGAACCTGAGCCTCGGGACCACAGGTAAGACCAAATTTTCTGCTGCAAGAAAGCTGCCTGGTGAACTCAAG   450
   L1-23 ACTGAAGCTCCCGGAAGGGGCGGCACAGGTCTTCCTGGTTGCTGCCGCTGCAGAGAGCCCCTGGACAGCACCCCACGAGCGAACCTGAGCCTCGGGACCACAGGTAAGACCAAATTCTCTGCTGCAAGAAAGCTGCCTGGTGAACTCAAG   450
   L1-22 ACTGAAGCTCCCGGAAGGGGCGGCACAGGTCTTCCTGGTTGCTGCCACTGCAGAGAGCCCCTGGGCAGAACCCCACGAGCGAACCTGAGCCTCGGGACCACAGGTAAGACCAAATTTTCTGCTGCAAGAAAGCTGCCTGGTGAACTCAAG   448
   L1-10 ACTGAAGCTCCCGGAAGGGGCGGCACAGGTCTTCCTGGTTGCTGCTGCCGCAGAGAGCCCTTGGGCAGCACCCTGCGAGCAAACTTGAGCCTCGGGACCACAGGTAAGACCAACTTGTCTGCTGCAAGAAAGCTGCCTGGTGAACTCAAG   448
   L1-19 ACGGAGGCTCCCGGAAAGGGCGGCGCAGATCTTCCTGGTTGCTGCCGCTGCCGAGAGCTCATAGGCAGCACCCCAAGAGCAAACTTGAACCTCGGGACCACAGGTAAGACCAACTTTTCTGCTGCAAGTGACTTGCTTGATGAACACCAG   447
   ruler .......310.......320.......330.......340.......350.......360.......370.......380.......390.......400.......410.......420.......430.......440.......450

         ************* ******** ******* **** ********** ** ***  ************ *************** ** ***** *    *****************************************  *********
   L1-17 ACACAGGCCCACAGGAACAGCTGAAGACCTGTAGAGAGGAAAAACTACACGCCCAAAAGCAGAACACTCTGTCCCCATAACTGACTGAAAGAGA---GGAAAACAGGTCTACAGCACTCCTGACACACAGGCTTATAGGGCAGTCTAGCC   595
   L1-21 ACACAGGCCCACAGGAACAGCTGAAGACCTGTAGAGAGGAAAAACTACACGCCCGAAAGCAGAACACTCTGTCCCCATAACTGACTGAAAGAGA---GGAAAACAGGTCTACAGCACTCCTGACACACAGGCTTATAGGAAAGTCTAGCC   595
    L1-8 ACACAGGCCCACAGGAACAGCTGAAGACCTGTAGAGAGGAAAAACTACACGCCCGAAAGCAGAACACTCTGTCCCCATAACTGACTGAAAGAGA---GGAAAACAGGTCTACAGCACTCCTGACACACAGGCTTATAGGACAGTCTAGCC   595
   L1-13 ACACAGGCCCACAGGAACAGCTGAAGACCTGTAGAGAGGAAAAACTACATGCCCGAAAGCAGAACACTCTGTCCCCATAACTGACTGAAAGAGA---GGAAAACAGGTCTACAGCACTCCTGACACACAGGCTTATAGGACAGTCTAGCC   595
   L1-12 ACACAGGCCCACAGGAACAGCTGAAGACCTGTAGAGAGGAAAAACTCCACGCCCGAAAGCAGAACACTCTGTCCCCATAACTGACTGAAAGAGA---GGAAAACAGGTCTACAGCACTCCTGACACACAGGCTTATAGGACAGTCTAGCC   595
    L1-3 ACACAGGCCCACAAGAACAGCTGAAGACCTGTAGAGAGGAAAAACTACACGCCGGAAAGCAGAACACACTGTCCCCATAACTGACTGAAAGAGA---GGAAAACAGGTCTACAGCACTCCTGACACACAGGCTTATAGGTCAGTCTAGCC   597
   L1-23 ACACAGGCCCACAGGAACAGCTGAAGACCTATAGAGAGGAAAAACTACACGCCCGAAAGCAGAACACACTGTCCCCATAACTGACTGAAAGAGA---GGAAAACAGGTCTACAGCACTCCTGACACACAGGCTTATAGGTCAGTCTAGCC   597
   L1-22 ACACAGGCCCACAGGAACAGCTGAAGACCTGTAGAGAGGAAAAACTACACGCCCAAAAGCAGAACACTCTGTCCCCATAACTGACTGAAAGAGA---GGAAAACAGGTCTACAGCACTCCTGACACACAGGCTTATAGGAGAGTCTAGCC   595
   L1-10 ACACAGGCCCACAGGAACAGCTGAAGACCTGTAGAGAGGAAAAACTACACGCCCGAAAGCAGAACACTCTGTCCCCATAACTGACTGAAAGAGA---AGAAAACAGGTCTACAGCACTCCTGACACACAGGCTTATAGGACAGTCTAGCC   595
   L1-19 ACACAGGCCCACAGGAACAGCTAAAGACCTGTAGATAGGAAAAACTACACGCCCGAAAGCAGAACACTCTGTCCCCATAACTGGCTAAAAGAAAACAGGAAAACAGGTCTACAGCACTCCTGACACACAGGCTTATAGGACAGTCTAGCC   597
   ruler .......460.......470.......480.......490.......500.......510.......520.......530.......540.......550.......560.......570.......580.......590.......600
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         * ********************************************* ****************** ************** ******* **** ** * * ****** *********  **** **** * ***   * ********* 
   L1-17 ACTGTCAGAAATAGCAGAACAAAGTAACACTAGAGATAATCTGATGGCGAGAGGCAAGCGCAGGAACCCAAGCAACAGAAATCAAGACTACATGGCACCATCGGAGCCCAATTCTCCCATCAAAACAAACATGGAATATCCAAACACACC   745
   L1-21 ACTGTCAGAAATAGCAGAACAAAGTAACACTAGAGATAATCTGATGGCGAGAGGCAAGCGCAGGAACCCAAGCAACAGAAACCAAGACTACATGGCACCATCGGAGCCCAATTCTCCCATCAAAACAAACATGGATATTCCAAACACACC   745
    L1-8 ACTGTCAGAAATAGCAGAACAAAGTAACACTAGAGATAATCTGATGGCGAGAGGCAAGCGCAGGAACCCAAGCAACAGAAACCAAGACTACATGCCATCATCGGAGCCCAATTCTCCCACCAAAACAAACATGGAATATTCAAACACACC   745
   L1-13 ACTGTCAGAAATAGCAGAACAAAGTAACACTAGAGATAATCTGATGGCGAGAGGCAAGCGCAGGAACCCAAGCAACAGAAACCAAGACTACATGCCATCATCGGAGCCCAATTCTCCCACCAAAACAAACATGGAATATTCAAACACACC   745
   L1-12 ACTGTCAGAAATAGCAGAACAAAGTAACACTAGAGATAATCTGATGGCGAGAGGCAAGCGCAGGAACCCAAGCAACAGAAACCAAGACTACATGCCATCATCGGAGCCTAATTCTCCCACCAAAACAAACATGGAATATCCAAACACACC   745
    L1-3 ACTGTCAGAAATAGCAGAACAAAGTAACACTAGAGATAATCTGATGGCGAGAGGCAAGCGCAGGAACCCAAGCAACAGAAACCAAGACTGCATGCCATCATCGGAGCCCAATTCTCCCGCCAAAACAAACATGGAATATCCAAACACACC   747
   L1-23 ACTGTCAGAAATAGCAGAACAAAGTAACACTAGAGATAATCTGATGGCGAGAGGCAAGCGCAGGAACCCAAGCAACAGAAACCAAGACTGCATGCCATCCTCGGAGCCCAATTCTCCCACCAAAACAAACATGGAATATCCAAACACACC   747
   L1-22 AATGTCAGAAATAGCAGAACAAAGTAACACTAGAGATAATCTGATGGTGAGAGGCAAGCGCAGGAAGCCAAGCAACAGAAACCAAGACTACATGGCACCATCGGAGCCCAATTCTCCCATCAAAACAAAAAAGGAATATCCAAACACACC   745
   L1-10 ACTGTCAGAAATAGCAGAACAAAGTAACACTAGAGATAATCTGATGGCGAGAGGCAAGCGCAGGAACCCAAGCAACAGAAACCAAGACTACATGCCATCATTGGAGCCCAATTCTCCCACCAAAACAAACATGGAATATCCAAACACACC   745
   L1-19 ACTGTCAGAAATAGCAGAACAAAGTAACACTAGAGATAATCTGATGGCGAGAGGCAAGCGCAGGAACCCAAGCAACAGAAACCAAGACTACATGGCATCATCGGAGCCCAATTCTCCCACCAAAGCAAACACGGAATATCCAAACACACT   747
   ruler .......610.......620.......630.......640.......650.......660.......670.......680.......690.......700.......710.......720.......730.......740.......750

         ****** ********* ************ ************** ******* *  ******** * ** *                                                                               
   L1-17 AGAAAAGCAAGATCTAGTTTCAAAATCATTTTTGATCATGATGCTGGAGGACTTCAAGAAAGACGTGAAGAACTCCCTTAGAGAACAAGTAGAAGCCTACAGAGAGGAATCGCAAAAATGCCTGAAAGAAT-------------------   876
   L1-21 AGAAAAGCAAGATCTATTTTCAAAATCATATTTGATCATGATGCTGGAGGACTTTCAGAAAGACATGAAGAACTCCCTTAGAGAACAAGTAGAAGCCTACAGAGAGGAATCGCAAAAATGCCTGAAAGAATCGCAAAAATCCCTGAAAGA   895
    L1-8 AGAAAAGCAAGATCTAGTTTCAAAATCATATTTGATCATGATGCCGGAGGACTTCAAGAAAGACATGAACAC------------------------------------------------------------------------------   817
   L1-13 AGAAAAGCAAGATCTAGTTTCAAAATCATATTTGATCATGATGCTGGAGGACTTCAAGAAAGACATGAACAC------------------------------------------------------------------------------   817
   L1-12 AGAAAAGCAAGATCTAGTTTCAAAATCATATTTGATCATGATGCTGGAGGACTTCAAGAAAGACATGAACAC------------------------------------------------------------------------------   817
    L1-3 AGAAAAGCAAGATCTAGTTTCAAAATCATATTTGATCATGATGCTGGAGGACTTCAAGAAAGACATGAACAC------------------------------------------------------------------------------   819
   L1-23 AGAAAAGCAAGATCTAGTTTCAAAATCATATTTGATCATGATGCTGGAGGACTTCAAGAAAGACATGAACAC------------------------------------------------------------------------------   819
   L1-22 AGAAAAGCAAGATCTAGTTTCAAAATCATTTTTGATCATGATGCTGGAGGACTTCAAGAAAGACATAAAGA-------------------------------------------------------------------------------   816
   L1-10 AGAAAAGCAAGATCTAGTTTCAAAATCATATTTGATCATGATGCTGGAGGACTTCAAGAAAGACATGAACAC------------------------------------------------------------------------------   817
   L1-19 AGAAAATCAAGATCTAGTTTCAAAATCATATTTGATCATGATGCTGGAGGACGTCAAGAAAGACGTGAAGAACTCCCTTAGAGAACAAGTAGAAGCCTACAGACAGGAATCGCAAAAATCCCTGAAAGAAT-------------------   878
   ruler .......760.......770.......780.......790.......800.......810.......820.......830.......840.......850.......860.......870.......880.......890.......900

                                                                   *                   *   *    * ***** * **  * ***** *     ******************* ***************
   L1-17 --TCCAGGAAAACATAAATAAACAAGTAGAAGCCCATAGAGAGGAGACACAAAAACCCCTGAAAGAATTCCAGGAAAACATAAATAAACAAGTAGAAGCCCATAGAGAAGAGACACAAAAATCCCTGAAAGAATTCCAGGAAAACACAAT  1024
   L1-21 ATTCCAGGAAAACATAAATAAACAAGTAGAAGCCCATAGAGAGGAGACACAAAAATCCCTGAAAGAATTCCAGGAAAACATAAATAAACAAGTAGAAGCCCATAGAGAGGAGACACAAAAATCCCTGAAAGAATTCCAGGAAAACACAAT  1045
    L1-8 ---------------------------------------------------------ACTTAGGGAAACACAGGAAAACATTAATAAACAAGTAGAAGCCTACAGAGAGGAATCGCAAAAATCCCTGAAAGAATTCCAGGAAAACACAAT   910
   L1-13 ---------------------------------------------------------ACTTAGGGAAACACAGGAAAACATTAATAAACAAGTAGAAGCCTACAGAGAGGAATCGCAAAAATCCCTGAAAGAATTCCAGGAAAACACAAT   910
   L1-12 ---------------------------------------------------------ACTTAGGGAAGCACAGGAAAACATTAATAAACAAGTAAAAGCCTACAGAGAGGAATCGCAAAAATCCCTGAAAGAATTCCAGGAAAACACAAT   910
    L1-3 ---------------------------------------------------------ACTTAGGGAAACACAGGAAATCATTAATAAACAAGTAGAGGCCTACAGAGAGGAATGGCAAAAATCCCTGAAAGAATTCCAGGAAAACACAAT   912
   L1-23 ---------------------------------------------------------ACTTAGGGAAACACAGGAAATCATTAATAAACAAGTAGAAGCCTACAGAGAGGAATGGCAAAAATCCCTGAAAGAATTCCAGGAAAACACAAT   912
   L1-22 ---------------------------------------------------------ACTC-----------------CCATAGAGAACAAGTAGAAGCATACAGAGAGGAATCGCAAAAATCCCTGAAAGAATGCCAGGAAAACACAAT   892
   L1-10 ---------------------------------------------------------ACTTAGGGAAACACAGGAAAACATTAATAAACAAGTAGAAGCCTACAGAGAGGAATCGCAAAAATCCCTGAAAGAATTCCAGGAAAACACAAT   910
   L1-19 --TCAAGGAAATCATAAATAAACAAGTAGAAGCCCATAGAGAGGAGTCACAAAAATCCCAGAAAGAATTCCAGGAAATCATAAATACAAAAGTAGAAGCCCATAGAGAGGTGTCACAAAAATCCCTGAAAGAATTCCAGGAAAACACAAT  1026
   ruler .......910.......920.......930.......940.......950.......960.......970.......980.......990......1000......1010......1020......1030......1040......1050

         ******  ************************** **************** ************************** ******************* ********* *** ************* ***********************
   L1-17 CAAACAGTTGAAGGAATTAAAAATGGAAATAGAAGCAATCAAGAAAGAACACATGGAAACAACCCTGGATATAGAAAACCAAAAGAAGAGACAAGGAGCTGTAGATACAAGCTTCACCAACAGAATACAAGAGATGGAAGAGAGAATCTC  1174
   L1-21 CAAACAGTTGAAGGAATTAAAAATGGAAATAGAACCAATCAAGAAAGAACACATGGAAACAACCCTGGATATAGAAAACCAAAAGAAGAGACAAGGAGCTGTAGATACAAGCTTCACCAACAGAATACAAGAGATGGAAGAGAGAATCTC  1195
    L1-8 CAAACAGTTGAAGGAATTAAAAATGGAAATAGAAGCAATCAAGAAAGAACACATGGAAACAACCCTGGATATAGAAAACCAAAAGAAGAGACAAGGAGCTGTAGATACAAGCTTCACCAACAGAATACAAGAGATGGAAGAGAGAATCTC  1060
   L1-13 CAAACAGTTGAAGGAATTAAAAATGGAAATAGAAGCAATCAAGAAAGAACACATGGAAACAACCCTGGATATAGAAAACCAAAAGAAGAGACAAGGAGCTGTAGATACAAGCTTCACCAACAGAATACAAGAGATGGAAGAGAGAATCTC  1060
   L1-12 CAAACAATTGAAGGAATTAAAAATGGAAATAGAAGCAATCAAGAAAGAACACATGGAAACAACCCTGGATATAGAAAACCAAAAGAAGAGACAAGGAGCTGTAGATACAAGCTTCACCAACAGAATACAAGAGATGGAAGAGAGAATCTC  1060
    L1-3 CAAACAGATGAAGGAATTAAAAATGGAAATAGAAGCAATCAAGAAAGAACACATGGAAACAACCCTGGATATAGAAAACCAAAAGAAGAGACAAGGAGCTGTAGATACAAGCTTCACCAACAGAATACAAGAGATGGAAGAGAGAATCTC  1062
   L1-23 CAAACAGATGAAGGAATTAAAAATGGAAATAGAAGCAATCAAGAAAGAACACATGGAAACAACCCTGGATATAGAAAACCAAAAGAAGAGACAAGGAGCTGTAGATACAAGCTTCACCAACAGAATACAAGAGATGGAAGAGAGAATCTC  1062
   L1-22 CAAACAGTTGAAGGAATTAAAAATGGAAATAGAAGCAATCAAGAAAGAACACATGGAAACAACCCTGGATATAGAAAACCAAAAGAAGAGACAAGGAGCTGTAGATACAAGCTTCACCAACAGAATACAAGAGATGGAAGAGAGAATCTC  1042
   L1-10 CAAACAGTTGAAGGAATTAAAAATGGAAATAGAAGCAATCAAGAAAGAACACATGGAAACAACCCTGGATATAGAAAACCAAAAGAAGAGACAAGGAGCTGTAGATACAAGCCTCACCAACAGAATTCAAGAGATGGAAGAGAGAATCTC  1060
   L1-19 CAAACAGTTGAAGGAATTAAAAATGGAAATAGAAGCAATCAAGAAAGAACATATGGAAACAACCCTGGATATAGAAAATCAAAAGAAGAGACAAGGAGTTGTAGATACGAGCTTCACCAACAGAATACAAGAGATGGAAGAGAGAATCTC  1176
   ruler ......1060......1070......1080......1090......1100......1110......1120......1130......1140......1150......1160......1170......1180......1190......1200
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         ************************ **  ************* ************  **** ***********************  * ***** *********** **** ** ************************* *********
   L1-17 AGGAGCAGAAGATTCCATAGAAATCATTGACTCAACTGTCAAAGATAATGTAAAGCGGAAAAAGCTACTGGTCCAAAACATACAGGAAATCCAGGACTCAATGAGAAGATCAAACCTAAGGATAATAGGTATAGAAGAGAGTGAAGACTC  1324
   L1-21 AGGAGCAGAAGATTCCATAGAAATCATTGACTCAACTGTCAAAGATAATGTAAAGCGGAAAAAGCTACTGGTCCAAAACATACAGCGAATCCAGGACTCAATGAGAAGATCAAAGCTAAGGATAATAGGTATAGAAGAGAGTGAAGACTC  1345
    L1-8 AGGAGCAGAAGATTCCATAGAAATGATCGACTCAACTGTCAAAGATAATGTAAAGCAGAAAAAGCTACTGGTCCAAAACATACAGGAAATCCAGGACTCAATGAGAAGATCAAACCTAAGGATAATAGGTATAGAAGAGAGTGAAGACTC  1210
   L1-13 AGGAGCAGAAGATTCCATAGAAATGATCGACTCAACTGTCAAGGATAATGTAAAGCAGAAAAAGCTACTGGTCCAAAACATACAGGAAATCCAGGACTCAATGAGAAGATCAAACCTAAGGATAATAGGTATAGAAGAGAGTGAAGACTC  1210
   L1-12 AGGAGCAGAAGATTCCATAGAAATCATTGACTCAACTGTCAAAGATAATGTAAAGCGGAAAAAGCTACTGGTCCAAAACATACAGGAAATCCAGGACTCAATGAGAAGATCGAACCTAAGGATAATAGGTATAGAAGAGAGTGAAGACTC  1210
    L1-3 AGGAGCAGAAGATTCCATAGAAATCATTGACTCAACTGTCAAAGATAATGTAAAGCGGAAAAAGCTACTGGTCCAAAACATACAGGAAATCCAGGACTCAATGAGAAGATCAAACCTAAGGATAATAGGTATAGAAGAGAGTGAAGACTC  1212
   L1-23 AGGAGCAGAAGATTCCATAGAAATCATTGACTCAACTGTCAAAGATAATGTAAAGCGGAAAAAGCTACTGGTCCAAAACATACAGGAAATCCAGGACTCAATGAGAGGATCAAACCTAAGGATAATAGGTATAGAAGAGAGTGAAGACTC  1212
   L1-22 AGGAGCAGAAGATTCCATAGAAATCATTGACTCAACTGTCAAAGATAATGTAAAGCAGAAAAAGCTACTGGTCCAAAACATACAGGAAATCCAGCACTCAATGAGAAGATCAAACCTAAGGATAATAGGTATAGAAGAGAATGAAGACTC  1192
   L1-10 AGGAGCAGAAGATTCCATAGAAATCATTGACTCAACTGTCAAAGATAATGTAAAGCGGAAAAAGCTACTGGTCCAAAACATACAGGAAGTCCAGGACTCAATGAGAAGATCAAACCTAAGGATAATAGGTATAGAAGAGAGTGAAGACTC  1210
   L1-19 AGGAGCAGAAGATTCCATAGAAATCATCAACTCAACTGTCAAAGATAATGTAAAGTGGAAAGAGCTACTGGTCCAAAACATACAGGAAATCCAGGACTCAATGAGAAGATCAAACCTAAGGATAATAGGTATAGAAGAGAGTGAAGACTC  1326
   ruler ......1210......1220......1230......1240......1250......1260......1270......1280......1290......1300......1310......1320......1330......1340......1350

         *** *******  ************ ** ***************************   **************** **** ********* * ************************************ ****** ********** **
   L1-17 CCAGCTCAAAGGACCAGTAAATATCTTCAACAAAATCATAGAAGAAAACTTCCCTAACCTAAAAAAAGAGATACCCATAGACATACAAGAAGCCTACAGAACTCCAAATAGATTGGACCAGAAAAGAAACACCTCCCGTCACATAATTGT  1474
   L1-21 CCAGCTCAAAGGACCAGTAAATATCTTCAACAAAATCATAGAAGAAAACTTCCCTAACCTAAAAAAAGAGATACCCATAGACATACAAGAAGCCTACAGAACTCCAAATAGATTGGACCAGAAAAGAAACACCTCCTGTCACATAATTGT  1495
    L1-8 CCAGCTCAAAGGACCAGTAAATATCTTCAACAAAATCATAGAAGAAAACTTCCCTAACTTAAAAAAAGAGATACCCATAGACATACAAGAAGCCTACAGAACTCCAAATAGATTGGACCAGAAAAGAAACACCTCCCGTCACATAATTGT  1360
   L1-13 CCAGCTCAAAGGACCAGTAAATATCTTCAACAAAATCATAGAAGAAAACTTCCCTAACTTAAAAAAAGAGATACCCATAGACATACAAGAAGCCTACAGAACTCCAAATAGATTGGACCAGAAAAGAAACACCTCCCGTCACATAATTGT  1360
   L1-12 CCAGCTCAAAGAACCAGTAAATATCTTCAACAAAATCATAGAAGAAAACTTCCCTAATCTAAAAAAAGAGATACCAATAGACATACAAGAAGCCTACAGAACTCCAAATAGATTGGACCAGAAAAGAAACACCTCCCGTCACATAATTGT  1360
    L1-3 CCAGCTCAAAGGACCAGTAAATATCTTCAACAAAATCATAGAAGAAAACTTCCCTAACCTAAAAAAAGAGATACCCATAGGCATACAAGAAGCCTACAGAACTCCAAATAGATTGGACCAGAAAAGAAACACCTCCCGTCACATAATTGT  1362
   L1-23 CCAGCTCAAAGGACCAGTAAATATCTTCAACAAAATCATAGAAGAAAACTTCCCTAACCTAAAAAAAGAGATACCCATAGGCATACAAGAAGCCTACAGAACTCCAAATAGATTGGACCAGAAAAGAAACACCTCCCGTCACATAATTGT  1362
   L1-22 CCAGCTCAAAGGACCAGTAAATATCTTCAACAAAATCATAGAAGAAAACTTCCCTAACCTAAAAAAAGAGATACCCATAGACATACAAGAAGACTACAGAACTCCAAATAGATTGGACCAGAAAAGAAACACCTCCCGTCACATAATTGT  1342
   L1-10 CCAGCTCAAAGGGCCAGTAAATATCCTCAACAAAATCATAGAAGAAAACTTCCCTAGCCTAAAAAAAGAGATACCCATAGGCATACAAGATGCCTACAGAACTCCAAATAGATTGGACCAGAAAAGAAACACCTCCCGTCACATAATAGT  1360
   L1-19 CCAACTCAAAGGACCAGTAAATATCTTCGACAAAATCATAGAAGAAAACTTCCCTAACCTAAAAAAAGAGATACCCATAGGCATACAAGAAGCCTACAGAACTCCAAATAGATTGGACCAGAAAAGAAATACCTCCCGTCACATAATAGT  1476
   ruler ......1360......1370......1380......1390......1400......1410......1420......1430......1440......1450......1460......1470......1480......1490......1500

         ************ ***************************** *** ******** *********** ******* ***** ******** *********** ***************** *********** ***** ********** 
   L1-17 CAAAACACCAAACGCACAAAATAAAGAAAGAATATTAAAAGCAGTAAGGGAAAAATGTCAAGTAACATATAAAGGCAGACCTATCAGAATCACACCAGACTTCTCGCCAGAAACTATGAAGGCCAGAAGATCATGGACTGATGTCATACA  1624
   L1-21 CAAAACACCAAACGCACAAAATAAAGAAAGAATATTAAAAGCGGTAAGGGAAAAAGGTCAAGTAACATATAAAGGGAGACCTATCAGAATCACACCAGACTTCTCGCCAGAAACTATGAAGGCCAGAAGATCCTGGACTGATGTCATACG  1645
    L1-8 CAAAACACCAAACGCACAAAATAAAGAAAGAATATTAAAAGCAGTAAGGGAAAAAGGTCAAGTAACATATAAAGGGAGACCTATCAGAATCACACCAGACTTATCGCCAGAAACTATGAAGGCCAGAAGATCCTGGACTGATGTCATACA  1510
   L1-13 CAAAACACCAAACGCACAAAATAAAGAAAGAATATTAAAAGCAGTAAGGGAAAAAGGTCAAGTAACATATAAAGGGAGACCTATCAGAATCACACCAGACTTATCGCCAGAAACTATGAAGGCCAGAAGATCCTGGACTGATGTCATACA  1510
   L1-12 CAAAACACCAAACGCACAAAATAAAGAAAGAATATTAAAAGCAGTAAGGGAAAAAGGTCAAGTAACACATAAAGGCAGACCTATCAGAATCACACCAGACTTCTCGCCAGAAACTATGAAGGCCAGAAGATCCTGGACTGATGTCATACA  1510
    L1-3 CAAAACACCAAACGCACAAAATAAAGAAAGAATATTAAAAGCAGTAAGGGAAAAAGGTCAAGTAACATATAAAGGGAGACCTATCAGAATCACACCAGACTTCTCGCCAGAAACTATGAAGGCCAGAAGATCCTGGACTGATGTCATACA  1512
   L1-23 CAAAACACCAAACGCACAAAATAAAGAAAGAATATTAAAAGCAGTAAGGGAAAAAGGTCAAGTAACATATAAAGGGAGACCTATCAGAATCACACCAGACTTCTCGCCAGAAACTATGAAGGCCAGAAGATCCTGGACTGATGTCATACA  1512
   L1-22 CAAAACACCAAACGCACAAAATAAAGAAAGAATATTAAAAGCAGTACGGGAAAAAGGTCAAGTAACATATAAAGGGAGACCTATCAGAATCACACCAGACTTCTCGCCAGAAACTATGAAGGCCAGAAGATCCTGGACTGATGTCATACA  1492
   L1-10 CAAAACACCAAATGCACAAAATAAAGAAAGAATATTAAAAGCAGTAAGGGAAAAAGGTCAAGTAACATATAAAGGCAGACCTATCAGAATCACACCAGACTTCTCGCCAGAAACTATGAAGGCCAGAAGATCCTGGACTGATGTCATACA  1510
   L1-19 CAAAACACCAAACGCACAAAATAAAGAAAGAATATTAAAAGCAGTAAGGGAAAAAGGTCAAGTAACATATAAAGGCAGACCCATCAGAATTACACCAGACTTTTCGCCAGAAACTATGAAAGCCAGAAGATCCTGGACAGATGTCATACA  1626
   ruler ......1510......1520......1530......1540......1550......1560......1570......1580......1590......1600......1610......1620......1630......1640......1650

         **** ********************************* ***  ******************* ******************** ******************  ******************** ********************* **
   L1-17 GACCTTAAGAGAACACAAATGCCAGCCCAGGTTACTGTATCCAGCAAAACTCTCAATTAACATTGATGGAGAAACCAAGATATTTCATGACAAAACCAAATTTACACAATATCTTTCTACAAATCCAGCACTACAAAGGATAATAAATGG  1774
   L1-21 GACCCTAAGAGAACACAAATGCCAGCCCAGGTTACTGTATCCAGCAAAACTCTCAATTAACATTGATGGAGAAACCAAGATATTCCATGACAAAACCAAATTTTTACAATATCTTTCTACAAATCCAGCACTACAAAGGATAATAAATGG  1795
    L1-8 GACCCTAAGAGAACACAAATGCCAGCCCAGGTTACTGTATCCAGCAAAACTCTCAATTAACATTGATGGAGAAACCAAGATATTCCATGACAAAACCAAATTTACACAATATCTTTCTACAAATCCAGCACTACAAAGGATAATAAATGG  1660
   L1-13 GACCCTAAGAGAACACAAATGCCAGCCCAGGTTACTGTATCCAGCAAAACTCTCAATTAACATTGATGGAGAAACCAAGATATTCCATGACAAAACCAAATTTACACAATATCTTTCTACAAATCCAGCACTACAAAGGATAATAAATGG  1660
   L1-12 GACCCTAAGAGAACACAAATGCCAGCCCAGGTTACTGTATCCAGCAAAACTCTCAATTAACATTGATGGAGAAACCAAGATATTCCATGACAAAACCAAATTTACACAATATCTTTCTACAAATCTAGCACTACAAAGGATAATAAATGG  1660
    L1-3 GACCCTAAGAGAACACAAATGCCAGCCCAGGTTACTGTATCCAGCAAAACTCTCAATTAACATTGATGGAGAAACCAAGATATTCCATGACAAAACCAAATTTACACAATATCTTTCTACAAATCCAGCACTACAAAGGATAATAAATGG  1662
   L1-23 GACCCTAAGAGAACACAAATGCCAGCCCAGGTTACTGTATCCAGCAAAACTCTCAATTAACATTGATGGAGAAACCAAGATATTCCATGACAAAACCAAATTTACACAATATCTTTCTACAAATCCAGCACTACAAAGGATAATAAATGG  1662
   L1-22 GACCCTAAGAGAACACAAATGCCAGCCCAGGTTACTGTGTCCAGCAAAACTCTCAATTAACATTGATGGAGAAACCAAGATATTCCATGACAAAACCAAATTTATACAATATCTTTCTACAAATCCAGCACTACAAAGGATAATAAATGG  1642
   L1-10 GACCCTAAGAGAACACAAATGCCAGCCCAGGTTACTGTATCCTGCAAAACTCTCAATTAACATAGATGGAGAAACCAAGATATTCCATGACAAAACCAAATTTACACAATATCTTTCTACAAATCCAGCACTACAAAGGATAATAAATGG  1660
   L1-19 GACCCTAAGAGAACACAAATGCCAGCCCAGGTTACTGTATCCAACAAAACTCTCAATTAACATTGATGGAGAAACCAAGATATTCCATGACAAAACCAAATTTATACAATATCTTTCTACAAATCCAGCACTACAAAGGATAATAAAGGG  1776
   ruler ......1660......1670......1680......1690......1700......1710......1720......1730......1740......1750......1760......1770......1780......1790......1800
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         ******** *************************************** ******************** *** ***** *******************  *** *****************  **** ****** ** **** ******
   L1-17 TAAAGCCCAACATAAGGAGGCAAGCTATACCCTAGAAGAAGCAAGAAAGTAATCGTCTTGGCAACAAAACAAA-GAGAATGAAAGCACACAAACATAACATCACATCCAAATATGAATATAACGGGAAGCAATAATCACTATTACTTAAT  1923
   L1-21 TAAAGCCCAACATAAGGAGGCAAGCTATACCCTAGAAGAAGCAAGAAACTAATCGTCTTGGCAACAAAACAAA-GAGAATGAAAGCACACAAACATAACCTCACATCCAAATATGAATATAAAGGGAAGCAATAATCACTATTCCTTAAT  1944
    L1-8 TAAAGCCCAACATAAGGAGGCAAGCTATACCCTAGAAGAAGCAAGAAACTAATCGTCTTGGCAACAAAACAAA-GAGAATGAAAGCACACAAACATAACCGCACATCCAAATATGAATATAAAGGGAAACAATAATCACTATTCCTTAAT  1809
   L1-13 TAAAGCCCAACATAAGGAGGCAAGCTATACCCTAGAAGAAGCAAGAAACTAATCGTCTTGGCAACAAAACAAA-GAGAATGAAAGCACACAAACATAACCTCACATCCAAATATGAATATAAAGGGAAACAATAATCACTATTCCTTAAT  1809
   L1-12 TAAAGCCCGACATAAGGAGGCAAGCTATACCCTAGAAGAAGCAAGAAACTAATCGTCTTGGCAACAAAACAAA-GAGAATGAAAGCACACAAACATAACCTCACATCCAAATATGAATATAACGGGAAGCAATAATCACTATTCCTTAAT  1809
    L1-3 TAAAGCCCAACATAAGGAGGCAAGCTATACCCTAGAAGAAGCAAGAAACTAATCGTCTTGGCAACAAAAAAAAAGAGAATGAAAGCACACAAACATAACCTCACATCCAAATATGAATATAAAGGGAAACAATAATCACTATTCCTTAAT  1812
   L1-23 TAAAGCCCAACATAAGGAGGCAAGCTATACCCTAGAAGAAGCAAGAAACTAATCGTCTTGGCAACAAAACAAA-GAGAATGAAAGCACACAAACATAACCTCACATCCAAATATGAATATAAAGGGAAACAATAATCACTATTCCTTAAT  1811
   L1-22 TAAAGCCCAACATAAGGAGGCAAGCTATACCCTAGAAGAAGCAAGAAACTAATCGTCTTGGCAACAAAACAAA-GAGAATGAAAGCACACAAACATAACCTCACTTCCAAATATGAATATAACGGGAAGCAATAATCATTATTCCTTAAT  1791
   L1-10 TAAAGCCCAACATAAGGAGGCAAGCTATACCCTAGAAGAAGCAAGAAACTAATCGTCTTGGCAACAAAACAAA-GAGAATGAAAGCACACAAACATAACCTCACATCCAAATATGAATATAACGGGAAGCAATAACCACTATTCCTTAAT  1809
   L1-19 TAAAGCCCAACATAAGGAGGCAAGCTATACCCTAGAAGAAGCAAGAAACTAATCGTCTTGGCAACAAAACAAA-GAGAA-GAAAGCACACAAACATAACCTCACATCCAAATATGAATATAACAGGAAGCAATAATCACTATTCCTTAAT  1924
   ruler ......1810......1820......1830......1840......1850......1860......1870......1880......1890......1900......1910......1920......1930......1940......1950

         ********* ************** ** ** ***** *** ********************  ***  **** ************************************************** **************************
   L1-17 ATCTCTCAATATCAATGGCCTCAATTCCCCAATAAAAAGACATAGATTAACAAACTGGATACACAACAAGGACCCTGCATTCTGCTGCCTACAGGAAACACACCTCAGAGACAAAGACAGACACTACCTCAGAGTGAAAGGCTGGAAAAC  2073
   L1-21 ATCTCTCAATATCAATGGCCTCAACTCCCCGATAAAAAGACATAGATTAACAAACTGGATACGCAACGAGGACCCTGCATTCTGCTGCCTACAGGAAACACACCTCAGAGACAAAGACAGACACTACCTCAGAGTGAAAGGCTGGAAAAC  2094
    L1-8 ATCTCTCAATATCAATGGCCTCAACTCCCCAATAAAAAGACATAGATTAACAAACTGGATACGCAACGAGGACCCTGCATTCTGCTGCCTACAGGAAACACACCTCAGAGACAAAGACAGACACTACCTCAGAGTGAAAGGCTGGAAAAC  1959
   L1-13 ATCTCTCAATATCAATGGCCTCAACTCCCCAATAAAAAGACATAGATTAACAAACTGGATACGCAACGAGGACCCTGCATTCTGCTGCCTACAGGAAACACACCTCAGAGACAAAGACAGACACTACCTCAGAGTGAAAGGCTGGAAAAC  1959
   L1-12 ATCTCTCAATATCAATGGCCTCAACTCCCCAATAAAAAGACATAGATTAACAAACTGGATACGCAACGAGGATCCTGCATTCTGCTGCCTACAGGAAACACACCTCAGAGACAAAGACAGACACTACCTCAGAGTGAAAGGCTGGAAAAC  1959
    L1-3 ATCTCTCAATATCAATGGCCTCAACTCCCCAATAAAAAGACATAGATTAACAAACTGGATACGCAACGAGGACCCTGCATTCTGCTGCCTACAGGAAACACACCTCAGAGACAAAGACAGACACTACCTCAGAGTGAAAGGCTGGAAAAC  1962
   L1-23 ATCTCTCAATATCAATGGCCTCAACTCTCCAATAAAAAGACATAGATTAACAAACTGGATACGCAACGAGGACCCTGCATTCTGCTGCCTACAGGAAACACACCTCAGAGACAAAGACAGACACTACCTCAGAGTGAAAGGCTGGAAAAC  1961
   L1-22 ATCTCTCAATATCAATGGCCTCAACTCCCCAATAAAAAGACATAGATTAACAAACTGGATATGCAACGAGGACCCTGCATTCTGCTGCCTACAGGAAACACACCTCAGAGACAAAGACAGACATTACCTCAGAGTGAAAGGCTGGAAAAC  1941
   L1-10 ATCTCTCAACATCAATGGCCTCAACTCCCCAATAAAAAGAAATAGATTAACAAACTGGATACGCAACGAGGACCCTGCATTCTGCTGCCTACAGGAAACACACCTCAGAGACAAAGACAGACACTACCTCAGAGTGAAAGGCTGGAAAAC  1959
   L1-19 ATCTCTCAACATCAATGGCCTCAACTCCCCAATAAAGAGACATAGATTAACAAACTGGATACGCAATGAGGACCCTGCATTCTGCTGCCTACAGGAAACACACCTCAGAGACAAAGACAGACACTACCTCAGAGTGAAAGGCTGGAAAAC  2074
   ruler ......1960......1970......1980......1990......2000......2010......2020......2030......2040......2050......2060......2070......2080......2090......2100

         ** ******  ************* ******************************************** ********* ****** *******************  ** *******************   **  ***** ***** *
   L1-17 AACTTTCCAACCAAATGGTCAGAAGAAGCAAGCTGGAGTAGCCATTCTAATATCAAATAAAATCAATTTCCAACTAAAAGTCATCAAAAAAGATAAGGAAGGACACTTCATATTCATCAAAGGAAAAATCCACCAAGATGAACTCTCAAT  2223
   L1-21 AACTTTCCAAGCAAATGGTCAGAAAAAGCAAGCTGGAGTAGCCATTCTAATATCAAATAAAATCAATTTCCAACTAAAAGTCATCAAAAAAGATAAGGAAGGACACTTCATATTCATCAAAGGAAAAATCCACCAAGATGAACTCTCAAT  2244
    L1-8 AATTTTCCAAGCAAATGGTCAGAAGAAGCAAGCTGGAGTAGCCATTCTAATATCAAATAAAATCAATTTCCAACTAAAAGTCATCAGAAAAGATAAGGAAGGACACTTCATATTCATCAAAGGAAAAATCCACCAAGATGAACTCTCAAT  2109
   L1-13 AATTTTCCAAGCAAATGGTCAGAAGAAGCAAGCTGGAGTAGCCATTCTAATATCAAATAAAATCAATTTCCAACTAAAAGTCATCAAAAAAGATAAGGAAGGACACTTCATATTCATCAAAGGAAAAATCCACCAAGATGAACTCTCAAT  2109
   L1-12 AACTTTCCAAGCAAATGGTCAGAAGAAGCAAGCTGGAGTAGCCATTCTAATATCAAATAAAATCAATTTCCAACTAAAATTCATCAAAAAAGATAAGGAAGGACACTCCATATTCATCAAAGGAAAAATCAACCATGATGAACTCTCAAT  2109
    L1-3 AACTTTCCAGGCAAATGGTCAGAAGAAGCAAGCTGGAGTAGCCATTCTAATATCAAATAAAATCAATTTCCAACTAAAAGTCATCAAAAAAGATAAGGAAGGACACTTCATATTCATCAAAGGAAAAATCCACCAAGATGAACTCTCAAT  2112
   L1-23 AACTTTCCAAGCAAATGGTCAGAAGAAGCAAGCTGGAGTAGCCATTCTAATATCAAATAAAATCAATTTCCAACTAAAAGTCATCAAAAAAGATAAGGAAGGACACTTCATATTCATCAAAGGAAAAATCCGCCAAGATGAACTCTCAAT  2111
   L1-22 AATTTTCCAAGCAAATGGTCAGAAGAAGCAAGCTGGAGTAGCCATTCTAATATCAAATAAAATCAATTTTCAACTAAAAGTCATCAAAAAAGATAAGGAAGGACACGTCATATTCATCAAAGGAAAAATCCATCAAGATGAAGTCTCAGT  2091
   L1-10 AAATTTCCAAGCAAATGGTCAGAAGAAGCAAGCTGGAGTAGCCATTCTAATATCAAATAAAATCAATTTTCAACTAAAAGTCATCAAAAAAGATAAGGAAGGACACTTCAAATTCATCAAAGGAAAAATCCACCAAGATGAACTCTCAAT  2109
   L1-19 AATTTTCCAAGCAAATGGTCAGAAGAAGCAAGCTGGAGTAGCCATTCTAATATCAAATAAAATCAATTTTCAACTAAAATTCATCAAAAAAGATAAGGAAGGACACTTCATATTCATCAAAGGAAAAATCCACCAATATGAACTCTCAAT  2224
   ruler ......2110......2120......2130......2140......2150......2160......2170......2180......2190......2200......2210......2220......2230......2240......2250

         ************** **** ****** ************  ********* ********************* * * *******  ************************* ************ ******** ******** ** ****
   L1-17 CCTAAATATCTATGCCCCAAATACAAGGGCACCTACATACGTAAAAGAAACCTTACTAAAGCTCAAAACACACATTGCACCTCACACAATAATAGTGGGAGATTTCAACACCCCACTCTCATCAATGGACAGATCATGGAAACAGAAATT  2373
   L1-21 CCTAAATATCTATGCCCCACATACAAGGGCACCTACATATGTAAAAGAAACCTTACTAAAGCTCAAAACACACATTGCACCTCACACAATAATAGTGGGAGATTTCAACACACCACTCTCATCAATGGACAGATCATGGAAACAGAAATT  2394
    L1-8 CCTAAATATCTATGCCCCAAATACAAGGGCACCTACATACATAAAAGAAACCTTACTAAAGCTCAAAACACACATTGCACCTCACTCAATAATAGTGGGAGATTTCAACACCCCACTCTCATCAATGGACAGATCATGGAAATAGAAATT  2259
   L1-13 CCTAAATATCTATGCCCCAAATACAAGGGCACCTACATACATAAAAGAAACCTTACTAAAGCTCAAAACACACATTGCACCTCACTCAATAATAGTGGGAGATTTCAACACCCCACTCTCATCAATGGACAGATCATGGAAACAGAAATT  2259
   L1-12 CCTAAATATCTATGTCCCAAATACAAGGGCACCTACATACGTAAAAGAAACCTTACTAAAGCTCAAAACACACATTACACCTCACACAATAATAGTGGGAGATTTCAACACCCCACTCTCATCAATGGACAGATCATGGAAACAGTAATT  2259
    L1-3 CCTAAATATCTATGCCCCAAATACAAGGGCACCTACATACGTAAAAGAAACCTTACTAAAGCTCAAAACACACATTGCACCTCACACAATAATAGTGGGAGATTTCAACACCCCACTCTCATCAATGGACAGATCATGGAAACAGAAATT  2262
   L1-23 CCTAAATATCTATGCCCCAAATACAAGGGCACCTACATACGTAAAAGAAACCTTACTAAAGCTCAAAACACACATTGCACCTCACACAATAATAGTGGGAGATTTCAACACCCCACTCTCATCAGTGGACAGATCATGGAAACAGAAATT  2261
   L1-22 CCTAAATATCTATGCCCCAAATACAAAGGCACCTACATATGTAAAAGAAATCTTACTAAAGCTCAAAACACAAATTGCACCTCACACAATAATAGTGGGAGATTTCAACACCCCACTCTCATCAATGGACAGAGCATGGAAACAGAAATT  2241
   L1-10 CCTAAATATCTATGCCCCAAATACAAGGGCACCTACATATGTAAAAGAAACCTTACTAAAGCTCAAAACACACATTGCACCTCACACAATAATAGTGGGAGATTTCAACACCCCACTCTCATCAATGGACAGATCATGGAAACAGAAATT  2259
   L1-19 CCTAAATATCTATGCCCCAAATACAAGGGCACCTACATATGTAAAAGAAACCTTACTAAAGCTCAAAACACACACTGCACCTCATACAATAATAGTGGGAGATTTCAACACCCCACTCTCATCAATGGACAGATCATGGAAACAGAAATT  2374
   ruler ......2260......2270......2280......2290......2300......2310......2320......2330......2340......2350......2360......2370......2380......2390......2400
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         ****** ***** ********************** ********** ***  ********** * ** **** * *********** *** *   ******************* ************************** ********
   L1-17 AAACAGTGATGTCGACAGACTAAGAGAAGTCATGAGCCAAATGGACTTAACGGATATTTATAGAGCATTCTACCCTAAAGCAAAAGAATATAGCTTCTTCTCAGCTCCTCATGGTACTTTCTCCAAAATTGACCATATAATTGGTCAAAA  2523
   L1-21 AAACAGTGATGTCGACAGACTAAGAGAAGTCATGAGCCAAATGGACTTAACGGATATTTATAGAACATTCTATCCTAAAGCAAAAGGATATACCTTCTTCTCAGCTCCTCATGGTACTTTCTCCAAAATTGACCATATAATTGGTCAAAA  2544
    L1-8 AAACAGTGATGTCGACAGACTAAGAGAAGTCATGAGCCAAATGGACTTAACGGATATTTATAGAACATTCTATCCTAAAGCAAAAGGATATACCTTCTTCTCAGCTCCTCATGGCACTTTCTCCAAAATTGACCATATAATTGGTCAAAA  2409
   L1-13 AAACAGTGATGTCGACAGACTAAGAGAAGTCATGAGCCAAATGGACTTAACGGATATTTATAGAACATTCTATCCTAAAGCAAAAGGATATACCTTCTTCTCAGCTCCTCATGGCACTTTCTCCAAAATTGACCATATAATTGGTCAAAA  2409
   L1-12 AAACAGTGATGTAGACAGACTAAGAGAAGTCATGAGCCAAATGGACTTAACGGATATTTATAGAACATTCTATCCTAAAGCAAAAGGATATACCTTCTTCTCAGCTCCTCATGGTACTTTCTCCAAAATTGACCATATAATTGGTCAAAA  2409
    L1-3 AAACAGTGATGTCGACAGACTAAGAGAAGTCATGAGCCAAATGGACTTAACGGATATTTATAGAACATTCTATCCTAAAGCAAAAGGATATACCTTCTTCTCAGCTCCTCATGGTACTTTCTCCAAAATTGACCATATAATTGGTCAAAA  2412
   L1-23 AAACAGTGATGTCGACAGACTAAGAGAAGTCATGAGCCAAATGGACCTAACAGATATTTATAGAACATTCTATCCTAAAGCAAAAGGATATACCTTCTTCTCAGCTCCTCATGGTACTTTCTCCAAAATTGACCATATAATCGGTCAAAA  2411
   L1-22 AAACAGAGATGTAGACAGACTAAGAGAAGTCATGAGCCAAATGGACCTAACGGATATTTATAGAACATTCTATCCTAAAGCAAAAGGATATACCTTCTTCTCAGCTCCTCATGGTACTTTCTCCAAAATTGACCATATAATTGGTCAAAA  2391
   L1-10 AAACAGAGATGTAGACAGACTAAGAGAAGTCATGAGCCAAATGGACCTAATGGATATTTATAGAACATTCTATCCTAAAGCAAAAGGATATACCTTCTTCTCAGCTCCTCATGGTACTTTCTCCAAAATTGACCATATAATTGGTCAAAA  2409
   L1-19 AAACAGTGATGTCGACAGACTAAGAGAAGTCATGACCCAAATGGACTTAACAGATATTTATAAAACAATCTATCTTAAAGCAAAAGGATACACGGTCTTCTCAGCTCCTCATGGTACTTTCTCCAAAATTGACCATATAATTGGTCAAAA  2524
   ruler ......2410......2420......2430......2440......2450......2460......2470......2480......2490......2500......2510......2520......2530......2540......2550

         *  *** *************************** ***************  ************ ****  ******* ********* * ***    **   ******** **************** *** *****************
   L1-17 AACGGGCCTCAACAGGTACAGAAAGATAGAAATAATCCCATGCGTGCTATTAGACCACCACGGCTTAAAACTGGTCTTCAATAACAATAAGGGAAGAATGCCCACATATACGTGGAAATTGAACAATGCTCTCCTCAATGATAACCTGGT  2673
   L1-21 AACGGGCCTCAACAGGTACAGAAAGATAGAAATAATCCCATGCGTGCTATCGGACCACCACGGCCTAAAACTGGTCTTCAATAACAATAAGGGAAGAATGCCCACATATACGTGGAAATTGAACAATGCTCTACTCAATGATAACCTGGT  2694
    L1-8 AACGGGCCTCAACAGGTACAGAAAGATAGAAATAATCCCATGCGTGCTATCGGACCACCACGGCCTAAAACTGGTCTTCAATAACAATAAGGGAG--ATGCC-ACATATACGTGGAAATTGAACAATGCTCTACTCAATGATAACCTGGT  2556
   L1-13 AACGGGCCTCAACAGGTACAGAAAGATAGAAATAATCCCATGCGTGCTATCGGACCACCACGGCCTAAAACTGGTCTTCAATAACAATAAGGGAAGAATGCCCACATATACGTGGAAATTGAACAATGCTCTACTCAATGATAACCTGGT  2559
   L1-12 AACGGGCCTCAACAGGTACAGAAAGATAGAAATATTCCCATGCGTGCTATCGGACCACCACGGCCTAAAACTGGTCTTCAATAACAATAAGGGAAGAATGCCCACATATACGTGGAAATTGAACAATGCTCTACTCAATGATAACCTGGT  2559
    L1-3 AACGGGGCTCAACAGGTACAGAAAGATAGAAATAATCCCATGCGTGCTATCGGACCACCACGGCCTAAAATTGGTCTTCAATAACAATAAGGGAAGAATGCCCACATATACGTGGAAATTGAACAATGCTCTACTCAATGATAACCTGGT  2562
   L1-23 AACGGGCCTCAACAGGTACAGAAAGATAGAAATAATCCCATGCGTGCTATCGGACCACCACGGCCTAAAACTGGTCTTCAATAACAATAAGGGAAGAATGCACACATATACGTGGAAATTGAACAATGCTCTACTCAATGATAACCTGGT  2561
   L1-22 AGCGGGCCTCAACAGGTACAGAAAGATAGAAATAATCCCATGCGTGCTATCGGACCACCACGGCCTAAAACTGGTCTTTAATAACAATAAGGGAAGAATGCCCACATATACGTGGAAATTGAACAATGCTCTACTCAATGATAACCTGGT  2541
   L1-10 AACGGGCCTCAACAGGTACAGAAAGATAGAAATAATCCCATGCGTGCTATCGGACCACCACGGCCTAAAACTGGTCTTCAATAACAATCAAGGAAGAATGTCCACATATACTTGGAAATTGAACAATGCTCTACTCAATGATAACCTGGT  2559
   L1-19 AATGGGGCTCAACAGGTACAGAAAGATAGAAATAATCCCATGCGTGCTATCAGACCACCACGGCCTAAACCTGGTCTTCAATAACAATAAGGGAAGATTGCCCACATATACGTGGAAATTGAACAATGTTCTACTCAATGATAACCTGGT  2674
   ruler ......2560......2570......2580......2590......2600......2610......2620......2630......2640......2650......2660......2670......2680......2690......2700

         **************************** ***** ********************  ********** **** ******************************************* * *******************************
   L1-17 CAAGGAAGAAATAAAGAAAGAAATTAAAAACTTTTTAGAATTTAATGAAAATGAAGGTACAACATACCCAAATTTATGGGACACAATGAAAGCTGTGCTAAGAGGAAAACTCATAGAGTTGAGTGCCTGCAGAAAGAAACAGGAAAGAGC  2823
   L1-21 CAAGGAAGAAATAAAGAAAGAAATTAAAAACTTTTTAGAATTTAATGAAAATGAAGATACAACATACCCAAACTTATGGGACACAATGAAAGCTGTGCTAAGAGGAAAACTCATAGCGCTGAGTGCCTGCAGAAAGAAACAGGAAAGAGC  2844
    L1-8 CAAGGAAGAAATAAAGAAAGAAATTAAAAACTTTTTAGAATTTAATGAAAATGAAGATACAACATACCCAAACTTATGGGACACAATGAAAGCTGTGCTAAGAGGAAAACTCATAGCGCTGAGTGCCTGCAGAAAGAAACAGGAAAGAGC  2706
   L1-13 CAAGGAAGAAATAAAGAAAGAAATTAAAAACTTTTTAGAATTTAATGAAAATGAAGATACAACATACCCAAACTTATGGGACACAATGAAAGCTGTGCTAAGAGGAAAACTCATAGCGCTGAGTGCCTGCAGAAAGAAACAGGAAAGAGC  2709
   L1-12 CAAGGAAGAAATAAAGAAAGAAATTAAAAACTTTTTAGAATTTAATGAAAATGAAGATACAACATACTCAAACTTATGGGACACAATGAAAGCTGTGCTAAGAGGAAAACTCATAGCGCTGAGTGCCTGCAGAAAGAAACAGGAAAGAGC  2709
    L1-3 CAAGGAAGAAATAAAGAAAGAAATTAAAAACTTTTTAGAATTTAATGAAAATGAAAATACAACATACTCAAACTTATGGGACACAATGAAAGCTGTGCTAAGAGGAAAACTCATAGCGCTGAGTGCCTGCAGAAAGAAACAGGAAAGAGC  2712
   L1-23 CAAGGAAGAAATAAAGAAAGAAATTAAAAACTTTTTAGAATTTAATGAAAATGAAGATACAACATACTCAAACTTATGGGACACAATGAAAGCTGTGCTAAGAGGAAAACTCATAGCGTTGAGTGCCTGCAGAAAGAAACAGGAAAGAGC  2711
   L1-22 CAAGGAAGAAATAAAGAAAGAAATTAAAAACTTTTTAGAATTTAATGAAAATGAAGGTACAACATACCCAAACTTATGGGACACAATGAAAGCTGTGCTAAGAGGAAAACTCATAGCGCTGAGTGCCTGCAGAAAGAAACAGGAAAGAGC  2691
   L1-10 CAAGGAAGAAATAAAGAAAGAAATTAAAAACTTTTTAGAATTTAATGAAAATGAAGGTACAACATACACAAACTTATGGGACACAATGAAAGCTGTGCTAAGAGGAAAACTCATAGCGCTGAGTGCCTGCAGAAAGAAACAGGAAAGAGC  2709
   L1-19 CAAGGAAGAAATAAAGAAAGAAATTAAAGACTTTATAGAATTTAATGAAAATGAAGGTACAACATACCCAAACTTATGGGACACAATGAAAGCTGTGCTAAGAGGAAAACTCATAGCGCTGAGTGCCTGCAGAAAGAAACAGGAAAGAGC  2824
   ruler ......2710......2720......2730......2740......2750......2760......2770......2780......2790......2800......2810......2820......2830......2840......2850

         ******** ***  ***** ************ ************* ***************************************** ************** ************* ****************************** *
   L1-17 ATATGTCAGCAGCTTGACAGCACACCTAAAAGCTCTAGAACAAAAA-GAAGCAAATACACCCAGGAGGAGTAGAAGGCAGGAAATAATCAAACTCAGAGCTGAAATCAACCAAGTAGAAACAAAAAGGACCATAGAAAGAATCAACAGAA  2972
   L1-21 ATATGTCAGCAGTTTGACAGCACACCTAAAAGCTCTAGAACAAAAA-GAAGCAAATACACCCAGGAGGAGTAGAAGGCAGGAAATAATCAAACTCAGAGCTGAGATCAACCAAGTAGAAACAAAAAGGACCATAGAAAGAATCAACAGAA  2993
    L1-8 ATATGTCAGCAGCTTGACAGCACACCTAAAAGCTCTAGAACAAAAA-GAAGCAAATACACCCAGGAGGAGTAGAAGGCAGGAAATAATTAAACTCAGAGCTGAAATCAACCAAGTAGAAACAAAAAGGACCATAGAAAGAATCAACAGAA  2855
   L1-13 ATATGTCAGCAGCTTGACAGCACACCTAAAAGCTCTAGAACAAAAA-GAAGCAAATACACCCAGGAGGAGTAGAAGGCAGGAAATAATTAAACTCAGAGCTGAAATCAACCAAGTAGAAACAAAAAGGACCATAGAAAGAATCAACAGAA  2858
   L1-12 ATATGTCAGCAGCTTGACAACACACCTAAAAGCTCTAGAACAAAAA-GAAGCAAATACACCCAGGAGGAGTAGAAGGCAGGAAATAATCAAACTCAGAGCTGAAATCAACCAAGTAGAAACAAAAAGGACCATAGAAAGAATCAACAGAA  2858
    L1-3 ATATGTCAGCAGCATGACAGCACACCTAAAAGCTCTAGAACAAAAA-GAAGCAAATACACCCAGGAGGAGTAGAAGGCAGGAAATAATCAAACTCAGAGCTGAAATCAACCAAGTAGAAACAAAAAGGACCATAGAAAGAATCAACAGGA  2861
   L1-23 ATATGTCAGCAGCTTGACAGCACACCTAAAAGCTCTAGAACAAAAA-GAAGCAAATACACCCAGGAGGAGTAGAAGGCAGGAAATAATCAAACTCAGAGCTGAAATCAACCAAGTAGAAACAAAAAGGACCATAGAAAGAATCAACAGGA  2860
   L1-22 ATATGTCAACAGCTTGACAGCACACCTAAAAGCTCTAGAACAAAAA-GAAGCAAATACACCCAGGAGGAGTAGAAGGCAGGAAATAATCAAACTCAGAGCTGAAATCAACCAAGTAGAAACAAAAAGGACCATAGAAAGAATCAACAGAA  2840
   L1-10 ATATGTCAGCAGCTTGACAGCACACCTAAAAGATCTAGAACAAAAAAGAAGCAAATACACCCAGGAGGAGTAGAAGGCAGGAAATAATCAAACTCAGAGCTGAAATCAACCAAGTAGAAACAAAAAGGACCATAGAAAGAATCAACAGAA  2859
   L1-19 ATATGTCAGCAGCTTGACAGCACACCTAAAAGCTCTAGAACAAAAA-GAAGCAAATACACCCAGGAGGAGTAGAAGGCAGGAAATAATCAAACTCAGAGCTGAAATCAACCAAGTAGGAACAAAAAGGACCATAGAAAGAATCAACAGAA  2973
   ruler ......2860......2870......2880......2890......2900......2910......2920......2930......2940......2950......2960......2970......2980......2990......3000
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         ************** ********************    ********* ***** *  ******************* *************** ******** **************** ******** ********* ******** **
   L1-17 CCAAAAGTTGGTTCTTTGAGAAAATCAACAAGATAGATAAACCCTTAGCCAGACTAA-CGAGAGGACACAGAGAGTGCGTCCAAATTAACAAA-TCAGAAATGAAAAGGGAGACATAACTACAGATTCAGAGGAAATTCAAAAAATCATC  3120
   L1-21 CCAAAAGTTGGTTCATTGAGAAAATCAACAAGATAGATAAACCCTTAGCCAGACTAA-CGAGAGGACACAGAGAGTGCGTCCAAATTAACAAAATCAGAAATGAAAAGGGAGACATAACTACAGATTCAGAGGAAATTCAAAAAATCATC  3142
    L1-8 CCAAAAGTTGGTTCTTTGAGAAAATCAACAAGATAGATAAACCCTTAGCCAGACTAG-CGAGAGGACACAGAGAGTGCGTCCAAATTAACAAAATCAGAAATGAAAAGGGAGACATAACTACAGATTCAGAGGAAATTCAAAAAATCATC  3004
   L1-13 CCAAAAGTTGGTTCTTTGAGAAAATCAACAAGATAGATAAACCCTTAGCCAGACTAG-CGAGAGGACACAGAGAGTGCGTCCAAATTAACAAAATCAGAAATGAAAAGGGAGACATAACTACAGATTCAGAGGAAATTCAAAAAATCATC  3007
   L1-12 CCAAAAGTTGGTTCTTTGAGAAAATCAACAAGATAGATAAACCCTTAGCCAGACAAAACGAGAGGACACAGAGAGTGTGTCCAAATTAACAAAATCAGAAATGAAAAGGGAGACATAACTACAGATTCGGAGGAAATTCAAAAAATCGTC  3008
    L1-3 CCAAAAGTTGGTTCTTTGAGAAAATCAACAAGATAGATAAACCCTTAGCCAGACTAA-CGAGAGGACACAGAGAGTGCGTCCAAATTAACAAAATCAGAAATGAAAAGGGAGACATAACTACAGATTCAGAGGAAATTCAAAAAATCATC  3010
   L1-23 CCAAAAGTTGGTTCTTTGAGAAAATCAACAAGATAGATAAACCCTTAGCCAGACTAA-CGAGAGGACACAGAGAGTGCGTCCAAATTAACAAAATCAGAAATGAAAAGGGAGACATAACTACAGATTCAGAGGAAATTCAAAAAATCATC  3009
   L1-22 CCAAAAGTTGGTTCTTTGAGAAAATCAACAAGATAGATAAACCCTTAGGCAGACTAA-CGAGAGGACACAGAGAGTGCGTCCAAATTAACAAAATCAGAAATGAAAAGGGAGACATAACTACAGATTCAGAGGAAATTGAAAAAATCATC  2989
   L1-10 CCAAAAGTTGGTTCTTTGAGAAAATCAACAAGATA----AACCCTTAGCCAGACTAA-CGAGAGGACACAGAGAGTGCGTCCAAATTAACAAAATCAGAAATGAAAAGGGAGACATAACAACAGATTCAGAGGAAATTCAAAAAATCATC  3004
   L1-19 CCAAAAGTTGGTTCTTTGAGAAAATCAACAAGATAGATAAACCCTTAGCCAGACTAG-CGAGAGGACACAGAGAGTGCGTCCAAATTAACAAAATCAGAAATCAAAAGGGAGACATAACTACAGATTCAGAGGAAATTCAAAAAATCATC  3122
   ruler ......3010......3020......3030......3040......3050......3060......3070......3080......3090......3100......3110......3120......3130......3140......3150

         *********         ********** **** ******************* *** ********  ************* * *************************************************** **************
   L1-17 AGATCTTACTATAAAAACCTATATTCAACAAAACTTGAAAATCTTCAGGAAATGGACAATTTCCTAGACAGATACCAGGTATCGAAGTTAAATCAGGAACAGATAAACCAGTTAAACAACCCCATAACTCCTAAGGAAATAGAAGCAGTC  3270
   L1-21 AGATCTTACTATAAAAACCTATATTCAAGAAAACTTGAAAATCTTCAGGAAATGGACAATTTCCTACACAGATACCAGGTATCGAAGTTAAATCAGGAACAGATAAACCAGTTAAACAACCCCATAACTCCTAAGGAAATAGAAGCAGTC  3292
    L1-8 AGATCTTACTATAAAAACCTATATTCAACAAAATTTGAAAATCTTCAGGAAATCGACAATTTCCTAGACAGATACCAGGTATCGAAGTTAAATCAGGAACAGATAAACCAGTTAAACAACCCCATAACTCCTAAGGAAATAGAAGCAGTC  3154
   L1-13 AGATCTTACTATAAAAACCTATATTCAACAAAATTTGAAAATCTTCAGGAAATCGACAATTTCCTAGACAGATACCAGGTATCGAAGTTAAATCAGGAACAGATAAACCAGTTAAACAACCCCATAACTCCTAAGGAAATAGAAGCAGTC  3157
   L1-12 AGATCTTACTATAAAAACCTATATTCAACAAAATTTGAAAATCTTCAGGAAATGGACAATTTCCTAGACAGATACCAGGTATCGAAGTTAAATCAGGAACAGATAAACCAGTTAAACAACCCCATAACTCCTAAGGAAATAGAAGCAGTC  3158
    L1-3 AGATCTTACTATAAAAACCTATATTCAACAAAATTTGAAAATCTTCAGGAAATGGACTATTTCCTAGACAGATACCAGGTATCAAAGTTAAATCAGGAACAGATAAACCAGTTAAACAACCCCATAACTCCTAAGGAAATAGAAGCAGTC  3160
   L1-23 AGATCTTACTATAAAAACCTATATTCAACAAAAGTTGAAAATCTTCAGGAAATGGACAATTTCCTAGACAGATACCAGGTATCAAAGTTAAATCAGGAACAGATAAACCAGTTAAACAACCCCATAACTCCTAAGTAAATAGAAGCAGTC  3159
   L1-22 AGATCTTAC---------CTATATTCAACAAAACTTGAAAATCTTCAGGAAATGGACAATTTCCTAGACAGATACCAGGTATCGAAGTTAAATCAGGAACAGATAAACCAGTTAAACAACCCCATAACTCCTAAGGAAATAGAAGCAGTC  3130
   L1-10 AGATCTTACTACAAAAACCTATATTCAACAAAACTTGAAAATCTTCAGGAAATGGACAATTTCCTAGACAGATACCAGGTACCGAAGTTAAATCAGGAACAGATAAACCAGTTAAACAACCCCATAACTCCTAAGGAAATAGAAGCAGTC  3154
   L1-19 AGATCTTACTATAAAAACCTATATTCAACAAAACTTGAAAATCTTCAGGAAATGGACAATTTCCTAGGCAGATACCAGGTATCGAAGTTAAATCAGGAACAGATAAACCAGTTAAACAACCCCATAACTCCTAAGGAAATAGAAGCAGTC  3272
   ruler ......3160......3170......3180......3190......3200......3210......3220......3230......3240......3250......3260......3270......3280......3290......3300

         *****************************                                                                                                     *** **** ** **** ***
   L1-17 ATTAAAGGTCTCCCAACCAAAAAGAGCCC-----------------------------------------------------------------------------------------------------TACCGAATTCCTTCTACGAA  3319
   L1-21 ATTAAAGGTCTCCCAACCAAAAAGAGCCCAGGTCCAGACGGGTTTAGTGCAGAATTCTCTCAAACCTTCATAGAAGACCTCATACCAATATTATCCAAACTATTCCACAAAATTGAAACAGATGGAGCACTACCGAATTCCTTCTACGAA  3442
    L1-8 ATTAAAGGTCTCCCAACCAAAAAGAGCCCAGGTCCAGACGGGTTTAGTGCAGAATTCTATCAAAACTTCATAGAAGACCTCATACCAATATTATCCAAACTATTCCACAAAATTGAAACAGACGGAGCCATACTGAATTCCTTCTACGAA  3304
   L1-13 ATTAAAGGTCTCCCAACCAAAAAGAGCCCAGGTCCAGACGGGTTTAGTGCAGAATTCTATCAAAACTTCATAGAAGACCTCATACCAATATTATCCAAACTATTCCACAAAATTGAAACAGATGGAGCCATACTGAATTCCCTCTACGAA  3307
   L1-12 ATTAAAGGTCTCCCAACCAAAAAGAGCCCAGGTCCAGACGGGTTTAGTGCAGAATTCTATCAAACCTTCATAGAAGACCTCATACCAATATTATCCAAACTATTCCACAAAATTGAAACAGATGGAGCCCTACCGAATTCCTTCTACGAA  3308
    L1-3 ATTAAAGGTCTCCCAACCAAAAAGAGCCCAGGTCCAGATGGGTTTAGTGCAGAATTCTATCAAACCTTCATAGAAGACCTCATACCAATATTATCCAAACTATTCCACAAAATTGAAACAGATGGAGCCCTACCGAATTCCTTCTACGAA  3310
   L1-23 ATTAAAGGTCTCCCAACCAAAAAGAGCCCAGGTCCAGACGGGTTTAGTGCAGAATTCTATCAAACCTTCATAGAAGACCTCATACCAATATTATCCAAACTATTCCACAAAATTGAAACAGATGGAGCCCTACCGAATTCCTTCTACGAA  3309
   L1-22 ATTAAAGGTCTCCCAACCAAAAAGAGCCCAAGTCCAGACAGGTTTAGTGCAGAATTCTATCAAACCTTCATAGAAGACCTCATACCAATATTATCCAAACTATTCCACAAAATTGAAACAGATGGAGCCCTACCGAATTCCTTCTATGAA  3280
   L1-10 ATTAAAGGTCTCCCAACCAAAAAGAGCCCAGGTCCAGACGGGTTTAGTGCAGAATTCTATCAAACCTTCATAGAAGACCTCATACCAATATTATCCAAACTATTCCACAAAATTGAAACAGATGGATCACTACCGAATACCTTCTACGAA  3304
   L1-19 ATTAAAGGTCTCCCAACCAAAAAGAGCCCAGGTCCAGACGGGTTTAGTGCAGAATTCTATCACACCTTCATAGAAGACCTCATACCAATATTATCCAAACTATTCCACAAAATTGAAACAGATGGATCACTACCGAATACCTTCTACGAA  3422
   ruler ......3310......3320......3330......3340......3350......3360......3370......3380......3390......3400......3410......3420......3430......3440......3450

          * ********** ******************** * ************ ************************************************ ************* ** *** ******************************
   L1-17 GCCACAATTACTCTTATACCTAAACCACACAAAGACACAACAAAGAAAGAGAACTTCAGACCAATTTCCCTTATGAATATCGACGCAAAAATACTCAATAAAATTCTGGCAAACCGAATTCAAGAGCACATCAAAACAATCATCCACCAT  3469
   L1-21 GCCACAATTACTCGTATACCTAAACCACACAAAGACACAACAAAGAAAGAGAACTTCAGACCAATTTCCCTTATGAATATCGACGCAAAAATACTCAATAAAATTCTGGCAAACCGAATTCAAGAGCACATCAAAACAATCATCCACCAT  3592
    L1-8 GCCACAATTACTCTTATACCTAAACCACACAAAGACACAACAAAGAAAGAGAACTTCAGACCAATTTCCCTTATGAATATCGACGCAAAAATACTCAATAAAATTCTGGCAAACCGAATTCAAGAGCACATCAAAACAATCATCCACCAT  3454
   L1-13 GCCACAATTACTCTTATACCTAAACCACACAAAGACACAACAAAGAAAGAGAACTTCAGACCAATTTCCCTTATGAATATCGACGCAAAAATACTCAATAAAATTCTGGCAAACCGAATTCAAGAGCACATCAAAACAATCATCCACCAT  3457
   L1-12 GCCACAATTACTCTTATACCTAAACCACACAAAGACACAACAAAGAAAGAGAACTTCAGACCAATTTCCCTTATGAATATCGACGCAAAAATACTCAATAAAATTCTGGCAAACCGAATTCAAGAGCACATCAAAACAATCATCCACCAT  3458
    L1-3 TCTACAATTACTCTTATACCTAAACCACACAAAGACACAACAAAGAAAGGGAACTTCAGACCAATTTCCCTTATGAATATCGACGCAAAAATACTCAATAAAATTCTGGCAAACCGAATTCAAGAGCACATCAAAACAATCATCCACCAT  3460
   L1-23 TCTACAATTACTCTTATACCTAAACCACACAAAGACACAACAAAGAAAGAGAACTTCAGACCAATTTCCCTTATGAATATCGACGCAAAAATACTCAATAAAATTCTGGCAAGCCGAATTCAAGAGCACATCAAAACAATCATCCACCAT  3459
   L1-22 GCCACAATTACTCTTATACCTAAACCACACAAAGCCCCAACAAAGAAAGAGAACTTCAGACCAATTTCCCTTATGAATATCGACGCAAAAATACTCAATAAAATTCTGGCAAACCAAATTCAAGAGCACATCAAAACAATCATCCACCAT  3430
   L1-10 GCCACAATTACTCTTATACCTAAACCACACAAAGACACAACAAAGAAAGAGAACTTCAGACCAATTTCCCTTATGAATATCGACGCAAAAATACTCAACAAAATTCTGGCAAACCGAATTCAAGAGCACATCAAAACAATCATCCACCAT  3454
   L1-19 GCCACAATTACTCTTATACCTAAACCACACAAAGACACAACAAAGAAAGAGAACTTCAGACCAATTTCCCTTATGAATATCGACGCAAAAATACTCAACAAAATTCTGGCAAACCGAATCCAAGAGCACATCAAAACAATCATCCACCAT  3572
   ruler ......3460......3470......3480......3490......3500......3510......3520......3530......3540......3550......3560......3570......3580......3590......3600
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         ****** ** * *********************** *********** *********** ********** ********************* ****************** ********************* ***             
   L1-17 GATCAACTAGGCTTCATCCCAGGCATGCAGGGATGGTTTAATATACGGAAAACCATCAACGTGATCCATTATATAAACAAACTGAAAGAACAGAACCACATGATCATTTCATTAGATGCTGAGAAAGCATTTGACAA-------------  3606
   L1-21 GATCAAGTAGGATTCATCCCAGGCATGCAGGGATGATTTAATATACGGAAAACCATCAACGTGATCCATTATATAAACAAACTGAAAGAACAAAACCACATGATCATTTCATTAGATGCTGAGAAAGCATTTGACAAAATTCAACACCCC  3742
    L1-8 GATCAAGTAGGCTTCATCCCAGGCATGCAGGGATGGTTTAATATACGTAAAACCATCAACGTGATCCATTATATAAACAAACTGAAAGAACAGAACCACATGATCATTTCAATAGATGCTGAGAAAGCATTTGACAAAATTCAACACCCC  3604
   L1-13 GATCAAGTAGGCTTCATCCCAGGCATGCAGGGATGGTTTAATATACGTAAAACCATCAACGTGATCCATTATATAAACAAACTGAAAGAACAGAACCACATGATCATTTCAATAGATGCTGAGAAAGCATTTGACAAAATTCAACACCCC  3607
   L1-12 GATCAAGTAGGCTTCATCCCAGGCATGCAGGGATGGTTTAATATACGGAAAACCATCAAGGTGATCCATTGTATAAACAAACTGAAAGAACAGAACCACATGATCATTTCATTAGATGCTGAGAAAGCATTTGGCAAAATTCAACACCCC  3608
    L1-3 GATCAAGTAGGCTTCATCCCAGGCATGCAGGGATGGTTTAATATACGGAAAACCATCAACGTGATCCATTATATAAACAAACTGAAAGAACAGAACCACATGATCATTTCATTAGATGCTGAGAAAGCATTTGACAAAATTCAACACCCC  3610
   L1-23 GATCAAGTAGGCTTCATCCCAGGCATGCAGGGATGGTTTAATATACGGAAAACCATCAACGTGATCCATTATATAAACAAACTGAAAGAACAGAACCACATGATCATTTCATTAGATGCTGAGAAAGCATTTGACAAGATTCAACACCCC  3609
   L1-22 GATCAAGTAGGCTTCATCCCAGGCATGCAGGGATGGTTTAATATACGGAAAACCATCAACGTGATCCATTATATAAACAAACTGAAAGAACAGAACCACATGATCATTTCATTAGATGCTGAGAAAGCATTTGACAAAATTCAACACCCC  3580
   L1-10 GATCAAGTAGGCTTCATCCCAGGCATGCAGGGATGGTTTAATATACGGAAAACCATCAACGTGATCCATTATATAAACAAACTGAAAGAACAAAACCACATGATCATTTCATTAGATGCTGAGAAAGCATTTGACAAAATTCAACACCCC  3604
   L1-19 GATCAACTATGCTTCATCCCAGGCATGCAGGGATGGTTTAATATACGGAAAACCATCAACGTGATCCATTATATAAACAAACTGAAAGAACAAAACCACATGATCATTTCATTAGATGCTGAGAAAGCATTTGACAAAATTCAACACCCC  3722
   ruler ......3610......3620......3630......3640......3650......3660......3670......3680......3690......3700......3710......3720......3730......3740......3750

                                                                                                                                                               
   L1-17 ------------------------------------------------------------------------------------------------------------------------------------------------------  3606
   L1-21 TTCATGATAAAAGTCCTGGAAAGAATAGGAATTCAAGGCCCATACCTAAACATAGTAAAAGCCATATACAGCAAACCAGTTGCTAACATTAAACTAAATGGAGAGAAACTTGAAGCAATCCCACTAAAATCAGGGACTAGACAAGGCTGC  3892
    L1-8 TTCATGATAAAAGTCCTGGAAAGAATAGGAATTCAAGGCCCATACCTAAACATAGTAAAAGCCATATACAGCAAACCAGTTGCTAACATTAAACTAAATGGAGAGAAACTTGAAGCAATCCCACTAAAATCAGGGACTAGACAAGGCTGC  3754
   L1-13 TTCATGATAAAAGTCCTGGAAAGAATAGGAATTCAAGGCCCATACCTAAACATAGTAAAAGCCATATACAGCAAACCAGTTGTTAACATTAAACTAAATGGAGAGAAACTTGAAGCAATCCCACTAAAATCAGGGACTAGACAAGGCTGC  3757
   L1-12 TTCATGATAAAAGTCCTGGAAAGAATAGGAATTCAAGGCCCATACCTAAACATAGTAAAAGCCATATACAGCAAACCAGTTGCTAACATTAAACTAAATGGAGAGAAACTTGAAGCAATCCCACTAAAATCAGGGACTAGACAAGGCTGC  3758
    L1-3 TTCATGATAAAAGTCCTGGAAAGAATAGGAATTCAAGGCCCATACCTAAACATAGTAAAAGCCATATACAGCAAACCAGTTGCTAACATTAAACTAAATGGAGAGAAACTTGAAGCAATCCCACTAAAATCAGGGACTAGACAAGGCTGC  3760
   L1-23 TTCATGATAAAAGTCCTGGAAAGAATAGGAATTCGAGGCCCATACCTAAACATAGTAAAAGCCATATACAGCAAACCAGTTGCTAACATTAAACTAAATGGAGAGAAACTTGAAGCAATCCCACTAAAATCAGGGACTAGACAAGGCTGC  3759
   L1-22 TTCATGATAAAAGTCCTGGAAAGAATAGGAATTCAAGGCCCATACCTAAACATAGTAAAAGCCATATACAGCAAACCAGTTGCTAACATTAAACTAAATGGAGAGAAACTTGAAGCAATCCCACTAAAATCAGGGACTAGACAAGGCTGC  3730
   L1-10 TTCATGATAAAAGTCCTGGAAAGAATAGGAATTCAAGGCCCATACCTGAACATGGTAAAAGCCATATACAGCAAACCAGTTGCTAACATTAAACTAAATGGAGAGAAACTTGAAGCAATCCCACTAAAATCAGGGACTAGACAAGGCTGC  3754
   L1-19 TTCATGAGAAAAGTCCTGGAAAGAATAGGAATTCAAGGCCCATACCTAAACATAGTAAAAGCCATATACAACAAACCAGTTGCTAACATTAAACTAAATGGAGAGAAACTTGAAGCAATCCCACTAAAATCAGGGACTAGACAAGGCTGC  3872
   ruler ......3760......3770......3780......3790......3800......3810......3820......3830......3840......3850......3860......3870......3880......3890......3900

                                                                      *** ***  **** ***** *****  ********** ****** ******* ***********  ******* ********** *** 
   L1-17 ------------------------------------------------------------CAAAAGGAGATCAAGGGGATACAGATCGGAAAAGAAGAGGTCAAAGTATCACTATTTGCAGATGACGTGATAGTATATTTAAGTGATCCC  3696
   L1-21 CCACTCTCTCCCTACTTATTCAATATAGTTCTTGAAGTTCTAGCCAGAGCAATCAGACAACAAAAGGAGATCAAGGGGATACAGATCGGAAAAGAAGAGGTCAAAATATCACTATTTGCAGATGACATGATAGTATATTTAAGTGATCCC  4042
    L1-8 CCACTCTCTCCCCACTTATTCAATATAGTTCTTGAAGTTCTAGCCAGAGAAATCAGACAACAAAAGGAGATCAAAGGGATACAGATTGGAAAAGAAGAGGTCAAAATATCACTATTTGCAGATGACATGATAGTATATTTAAGTGATCCC  3904
   L1-13 CCACTCTCTCCCTACTTATTCAATATAGTTCTTGAAGTTCTAGCCAGAGAAATCAGACAACAAAAGGAGATCAAAGGGATACAGATTGGAAAAGAAGAGGTCAAAATATCACTATTTGCAGATGACATGATAGTATATTTAAGTGATCCC  3907
   L1-12 CCACTCTCTCCCTACTTATTCAATATAGTTCTTGAAGTTCTAGCCATAGCAATCAGACAACAAATGGAGATCAAAGGGATACAGATCGGAAAAGAAGAGGTCAAAATATCACTATTTGCAGATGACATGATAGTATATTTAAGTGATCCC  3908
    L1-3 CCACTCTCTCCCTACTTATTCAATATAGTTCTTGAAGTTCTAGCCAGAGCAATCAGACAACAAAAGGAGATCAAAGGGATGCAGATCGGAAAAGAAGAGGTCAAAATATCACTATTTGCAGATGATATGATAGTATATTTAAGTGATCCC  3910
   L1-23 CCACTCTCTCCCTACTTATTCAATATAGTTCTTGAAGTTCTAGCCAGAGCAATCAGACAACAAAAGGAGATCAAAGGGATACAGATCGGAAAAGAAGAGGTCAAAATATCACTATTTGCAGATGATATGATAGTATATTTAAGTGGTCCC  3909
   L1-22 CCACTCTCTCCCTACTTATTCAATATAGTTCTTGAAGTTCTAGCCAGAGCAATCAGACAACAAAAGGAGATCAAGGGGATACAGATCAGAAAAGAAGAGGTCAAAATATCACTATTTGCAGATGACATGATAGTTTATTTAAGTGATCCC  3880
   L1-10 CCACTCTCTCCCTACTTATTCAATATAGTTCTTGAAGTTCTAGCCAGAGCAATCAGACAACAAAAGGATGTCAAGGGGATACAGATCGGAAAAGAAGAAGTCAAAATATCACTATTTGCAGATGATATGATAGTATATTTAAGTGATCCC  3904
   L1-19 CCACTCTCTCCCTACTTATTCAATATAGTTCTTGAAGTTCTAGCCAGAGCAATCAGACAAGAAAAGGAGGTCAAGGGGATACAGATCGGAAAAGAAGAAGTCAAAATATCACT-TTTGCAGATGATATGATAGTATATTTAAGTGATCC-  4020
   ruler ......3910......3920......3930......3940......3950......3960......3970......3980......3990......4000......4010......4020......4030......4040......4050

         ********** ********************************************** ************************* *** ******************** **** **************************** ***  **
   L1-17 AAAAGTTCCACCAGAGAACTACTAAAGCTGATAAACAACTTCAGCAAAGTGGCTGGGAATAAAATTAACTCAAATAAATCAGTTGCCCTCCTCTATACAAAAGAGAAACAAGCTGAGAAAGAAATTAGGGAAACGACACCCTTCATAATA  3846
   L1-21 AAAAGTTCCACCAGAGAACTACTAAAGCTGATAAACAACTTCAGCAAAGTGGCTGGGTATAAAATTAACTCAAATAAATCAGTCGCCTTCCTCTATACAAAAGAGAAACAAGCCGAGAAAGAAATTAGGGAAACGACACCCTTCATTGTA  4192
    L1-8 AAAAGTTCCAGCAGAGAACTACTAAAGCTGATAAACAACTTCAGCAAAGTGGCTGGGTATAAAATTAACTCAAATAAATCAGTTGCCTTCCTCTATACAAAAGAGAAACAAGCTGAGAAAGAAATTAGGGAAACGACACCCTTCATAATA  4054
   L1-13 AAAAGTTCCAGCAGAGAACTACTAAAGCTGATAAACAACTTCAGCAAAGTGGCTGGGTATAAAATTAACTCAAATAAATCAGTTGCCTTCCTCTATACAAAAGAGAAACAAGCCGAGAAAGAAATTAGGGAAACGACACCCTTCATAATA  4057
   L1-12 AAAAGTTCCACCAGAGAACTACTAAAGCTGATAAACAACTTCAGCAAAGTGGCTGGGTATAAAATTAACTCAAATAAATCAGTTGCCTTCCTCTATACAAAAGAGAAACAAGCCGAGAAAGAAATTAGGGAAACGACACCCTCCATAATA  4058
    L1-3 AAAAGTTCCACCAGAGAACTACTAAAGCTGATAAACAACTTCAGCAAAGTGGCTGGGTATAAAATTAACTCAAATAAATCAGTTGCCTTCCTCTATACAAAAGAGAAACAAGCCGAGAAAGAAATTAGGGAAACGACACCCTTCATAATA  4060
   L1-23 AAAAGTTCCACCAGAGAACTACTAAAGCTGATAAACAACTTCAGCAAAGTGGCTGGGTATAAAATTAACTCAAATAAATCAGTTGCCTTCCTCTATACAAAAGAGAAACAAGCCGAGAAAGAAATTAGGGAAACGACACCCTTCATAATA  4059
   L1-22 AAAAGTTCCACCAGAGAACTACTAAAGCTGATAAACAACTTCAGCAAAGTGGCTGGGTATAAAATTAACTCAAATAAATCAGTTGCCTTCCTCTATACAAAAGAGAAACAAGCCGAGAAAGAAATTAGGGAAACGACACCCTTCATAATA  4030
   L1-10 AAAAGTTCCACCAGAGAACTACTAAAGCTGATAAACAACTTCAGCAAAGTGGCTGGGTATAAAATTAACTCAAATAAATCAGTTGCCTTCCTCTATACAAAAGAGAAACAAGCCGAGAAAGAAATTAGGGAAACGACACCCTTCATAATA  4054
   L1-19 AAAAGTTCCACCAGAGAACTACTAAAGCTGATAAACAACTTCAGCAAAGTGGCTGGGTATAAAATTAACTCAAATAAATCAGTTGCCTTCCTCTATACAAAAGAGAAAAAAGCCGAGAAAGAAATTAGGGAAACGACACCCTTCATAATA  4170
   ruler ......4060......4070......4080......4090......4100......4110......4120......4130......4140......4150......4160......4170......4180......4190......4200
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         * * ********************** *** ******* *********** ****** ************************ *** ***************************************************************
   L1-17 GTCTCAAATAATATAAAGTACCTCGGTGTGACTTTAACCAAGCAAGTAAAAGATCTGTACAATAAGAACTTCAAGACACTGAGGAAAGAAATTGAAGAAGACCTCAGAAGATGGAAAGATCTCCCATGCTCATGGATTGGCAGGATTAAT  3996
   L1-21 GACCCAAATAATATAAAGTACCTCGGTGTGACTTTAACCAAGCAAGTAAAAGATCTGTACAATAAGAACTTCAAGACACTGAGGAAAGAAATTGAAGAAGACCTCAGAAGATGGAAAGATCTCCCATGCTCATGGATTGGCAGGATTAAT  4342
    L1-8 GACCCAAATAATATAAAGTACCTCGGTGTGACTTTAACCAAGCAAGTAAAAGATCTGTACAATAAGAACTTCAAGACACTGAGGAAAGAAATTGAAGAAGACCTCAGAAGATGGAAAGATCTCCCATGCTCATGGATTGGCAGGATTAAT  4204
   L1-13 GACCCAAATAATATAAAGTACCTCGGTGTGACTTTAACCAAGCAAGTAAAAGATCTGTACAATAAGAACTTCAAGACACTGAGGAAAGAAATTGAAGAAGACCTCAGAAGATGGAAAGATCTCCCATGCTCATGGATTGGCAGGATTAAT  4207
   L1-12 GACCCAAATAATATAAAGTACCTCGGTGTGACTTTAACCAAGCAAGTAAAAGATCTGTACAATAAGAACTTCAAGACACTGAAGAAAGAAATTGAAGAAGACCTCAGAAGATGGAAAGATCTCCCATGCTCATGGATTGGCAGGATTAAT  4208
    L1-3 GACCCAAATAATATAAAGTACCTCGGTGTGGCTTTAACCAAGCAAGTAAAAGATCTGTACAATAAGAACTTCAAGACACTGAAGAAAGAAATTGAAGAAGACCTCAGAAGATGGAAAGATCTCCCATGCTCATGGATTGGCAGGATTAAT  4210
   L1-23 GACCCAAATAATATAAAGTACCTCGGTGTGACTTTAACCAAGCAAGTAAAAGATCTGTACAATAAGAACTTCAAGACACTGAAGAAAGAAATTGAAGAAGACCTCAGAAGATGGAAAGATCTCCCATGCTCATGGATTGGCAGGATTAAT  4209
   L1-22 GACCCAAATAATATAAAGTACCTCGGTGTGACTTTAACCAAGCAAGTAAAAGATCTGTACAATAAGAACTTCAAGACACTGAGGAAAGAAATTGAAGAAGACCTCAGAAGATGGAAAGATCTCCCATGCTCATGGATTGGCAGGATTAAT  4180
   L1-10 GACCCAAATAATATAAAGTACCTCGGAGTGGCTTTAACAAAGCAAGTAAACGATCTGCACAATAAGAACTTCAAGACACTGAAGAAGGAAATTGAAGAAGACCTCAGAAGATGGAAAGATCTCCCATGCTCATGGATTGGCAGGATTAAT  4204
   L1-19 GACCCAAATAATATAAAGTACCTCGGTGTGACTTTAACAAAGCAAGTAAAAGATCTGTACAATAAGAACTTCAAGACACTGAAGAAGGAAATTGAAGAAGACCTCAGAAGATGGAAAGATCTCCCATGCTCATGGATTGGCAGGATTAAT  4320
   ruler ......4210......4220......4230......4240......4250......4260......4270......4280......4290......4300......4310......4320......4330......4340......4350

         *********************************** *********************************************** ********** *********** **** ************************************ *
   L1-17 ATAGTAAAAATGGCCATTTTACCAAAAGCAATCTACAGATTCAATGCAATCCCCATCAAAATACCAATCCAATTCTTCAAAGAGTTAGACAGAACAATTTGCAAATTCATCCGGAATAACAAAAAACCCAGGATAGCTAAAGCTATCCTC  4146
   L1-21 ATAGTAAAAATGGCCATTTTACCAAAAGCAATCTACAGATTCAATGCAATCCCCATCAAAATACCAATCCAATTCTTCAAAGAGTTAGACAGAACAATTTGCAAATCCATCTGGAATAACAAAAAACCCAGGATAGCTAAAGCTATCCCC  4492
    L1-8 ATAGTAAAAATGGCCATTTTACCAAAAGCAATCTACAGATTCAATGCAATCCCCATCAAAATACCAATCCAATTCTTCAAAGATTTAGACAGAAAAATTTGCAAATTCATCTGGAATAACAAAAAACCCAGGATAGCTAAAGCTATCCTC  4354
   L1-13 ATAGTAAAAATGGCCATTTTACCAAAAGCAATCTACAGATTCAATGCAATCCCCATCAAAATACCAATCCAATTCTTCAAAGATTTAGACAGAAAAATTTGCAAATTCATCTGGAATAACAAAAAACCCAGGATAGCTAAAGCTATCCTC  4357
   L1-12 ATAGTAAAAATGGCCATTTTACCAAAAGCAATCTACAGATTCAATGCAATCCCCATCAAAATACCAATCCAATTCTTCAAAGAGTTAGACAGAACAATTTGCAAATTCATCTGGAATAACAAAAAACCCAGGATAGCTAAAGCTATCCTC  4358
    L1-3 ATAGTAAAAATGGCCATTTTACCAAAAGCAATCTACAGATTCAATGCAATCCCCATCAAAATACCAATCCAATTCTTCAAAGAGTTAGACAGAACAATTTGCAAATTCATCTGGAATAACAAAAAACCCAGGATAGCTAAAGCTATCCTC  4360
   L1-23 ATAGTAAAAATGGCCATTTTACCAAAAGCAATCTACAGATTCAATGCAATCCCCATCAAAATACCAATCCAATTCTTCAAAGAGTTAGACAGAACAATTTGCAAATTCATCTGGAATAACAAAAAACCCAGGATAGCTAAAGCTATCCTC  4359
   L1-22 ATAGTAAAAATGGCCATTTTACCAAAAGCAATCTATAGATTCAATGCAATCCCCATCAAAATACCAATCCAATTCTTCAAAGAGTTAGACAGAACAATTTGCAAATTCATCTGGAATAACAAAAAACCCAGGATAGCTAAAGCTATCCTC  4330
   L1-10 ATAGTAAAAATGGCCATTTTACCAAAAGCAATCTACAGATTCAATGCAATCCCCATCAAAATACCAATCCAATTCTTCAAAGAGTTAGACAGAATAATTTGCAAATTCATCTGGAATAACAAAAAACCCAGGATAGCTAAAGCTATCCTC  4354
   L1-19 ATAGTAAAAATGGCCATTTTACCAAAAGCAATCTACAGATTCAATGCAATCCCCATCAAAATACCAATCCAATTCTTCAAAGAGTTAGACAGAACAATTTGCAAATTCATCTGGAATAACAAAAAACCCAGGATAGCTAAAGCTATCCTC  4470
   ruler ......4360......4370......4380......4390......4400......4410......4420......4430......4440......4450......4460......4470......4480......4490......4500

         ****** * *********************************** ****************** *************** ************    ************** *****************  *** *************** 
   L1-17 AACAATAAGAGGACTTCAGGGGGAATCACTATCCCTGAACTCAAGCAGTATTACAGAGCAATATTGATAAAAACTGCATGGTATTGGTACAGAGACAGACAGATAGACCAATGGAATAGAATTGAAGACCCAGAAATGAACCCACACACC  4296
   L1-21 AACAATAAAAGGACTTCAGGGGGAATCACTATCCCTGAACTCAAGCAGTATTACAGAGCAATAGTGATAAAAACTGCATGGTATTGGTACAGAGACAGACAGATAGACCAATGGAATAGAATTGAAGACCCAGAAATGAACCCACACACC  4642
    L1-8 AACAATAAAAGGACTTCAGGGGGAATCACTATCCCTGAACTCAAGCAGTATTACAGAGCAATAGTGATAAAAACTGCATGGTATTGGTACAGGGACAGACAGATAGACCAATGGAATAGAATTGAAGATGCAGAAATGAACCCACACACC  4504
   L1-13 AACAATAAAAGGACTTCAGGGGGAATCACTATCCCTGAACTCAAGCAGTATTACAGAGCAATAGTGATAAAAACTGCATGGTATTGGTACAGGGACAGACAGATAGACCAATGGAATAGAATTGAAGATGCAGAAATGAACCCACACACC  4507
   L1-12 AACAATAAAAGGACTTCAGGGGGAATCACTATCCCTGAACTCAAGCAGTATTACAGAGCAATAGTGATAAAAACTGCATGGTATTGGTACAG----AGACAGATAGACCAATGGAATAGAATTGAAGACTCAGGAATGAACCCACACACC  4504
    L1-3 AACAATAAAAGGACTTCAGGGGGAATCACTATCCCTGAACTCAAGCAGTATTACAGAGCAATAGTGATAAAAACTGCATGGTATTGGTACAGAGACAGACAGATAGACCAATGGAATAGAATTGAAGACCCAGAAATGAACCCACACACC  4510
   L1-23 AACAATAAAAGGACTTCAGGGGGAATCACTATCCCTGAACTCAAGCAGTATTACAGAGCAATAGTGATAAAAACTGCATGGTATTGGTACAGAGACAGACAGATAGACCAATGGAATAGAATTGAAGACCCAGAAATGAACCCACACACC  4509
   L1-22 AACAATAATAGGACTTCAGGGGGAATCACTATCCCTGAACTCAAGCAGTATTACAGAGCAATAGTGATAAAAACTGCATTGTATTGGTACAGAGACAGACAGATAGACCAATGGAATAGAATTGAAGACCCAGAAATGAACCCACACACC  4480
   L1-10 AACAATGAAAGGACTTCAGGGGGAATCACTATCCCTGAACTCAAACAGTATTACAGAGCAATAGTGATAAAAACTGCATGGTATTGGTACAGAGACAGACAGATAGACCATTGGAATAGAATTGAAGACCCAGAAATGAACCCACACACA  4504
   L1-19 AACAATAAAAGGACTTCAGGGGGAATCACTATCCCTGAACTCAAGCAGTATTACAGAGCAATAGTGATAAAAACTGCATGGTATTGGTACAGAGACAGACAGATAGACCAATGGAATAGAATTGAAGACCCAGAAATGAACCCACACACC  4620
   ruler ......4510......4520......4530......4540......4550......4560......4570......4580......4590......4600......4610......4620......4630......4640......4650

         ********************* ** *******  ***** ************************************************** ****************************** *********************** *** 
   L1-17 TATGGTCACTTGATTTTTGACAAAGGAGCCAAAACCATCCAATGGAAAAAAGATAGCATTTTCAGCAAATGGTGCTGGTTCAACTGGAGGTCAACATGTAGAAGAATGCAGATCGATCCATCCTTATCACCCTGTACAAAGCTTAAGTCC  4446
   L1-21 TATGGTCACTTGATTTTTGACAAAGGAGCCAAAACCATCAAATGGAAAAAAGATAGCATTTTCAGCAAATGGTGCTGGTTCAACTGGAGGGCAACATGTAGAAGAATGCAGATCGATCCATGCTTATCACCCTGTACAAAGCTTATGTCC  4792
    L1-8 TATGGTCACTTGATTTTTGACAAAAGAGCCAAAACCATCCAATGGAAAAAAGATAGCATTTTCAGCAAATGGTGCTGGTTCAACTGGAGGGCAACATGTAGAAGAATGCAGATCGATCCATGCTTATCACCCTGTACAAAGCTTAGGTCC  4654
   L1-13 TATGGTCACTTGATTTTTGACAAAAGAGCCAAAACCATCCAATGGAAAAAAGATAGCATTTTCAGCAAATGGTGCTGGTTCAACTGGAGGGCAACATGTAGAAGAATGCAGATCGATCCATGCTTATCACCCTGTACAAAGCTTAAGTCC  4657
   L1-12 TATGGTCACTTGATTTTTGACAAAGGAGCCAAGCCCATCCAATGGAAAAAAGATAGCATTTTCAGCAAATGGTGCTGGTTCAACTGGAGGGCAACATGTAGAAGAATGCAGATCGATCCATGCTTATCACCCTGTACAAAGCTTAAGTCC  4654
    L1-3 TATGGTCACTTGATTTTTGACAAAGGAGCCAAAACCATCCAATGGAAAAAAGATAGCATTTTCAGCAAATGGTGCTGGTTCAACTGGAGGGCAACATGTAGAAGAATGCAGATCGATCCATGCTTATCACCCTGTACAAAGCTTAAGTCG  4660
   L1-23 TATGGTCACTTGATTTTTGACGAAGGAGCCAAAACCATCCAATGGAAAAAAGATAGCATTTTCAGCAAATGGTGCTGGTTCAACTGGAGGGCAACATGTAGAAGAATGCAGATCGATCCATGCTTATCACCCTGTACAAAGCTTAAGTCC  4659
   L1-22 TATGGTCACTTGATTTTTGACAAAGGAGCCAAAACCATCCAATGGAAAAAAGATAGCATTTTCAGCAAATGGTGCTGGTTCAACTGGAGGGCAACATGTAGAAGAATGCAGATCGATCCATGCTTATCACCCTGTACAAAGCTTAAGTCC  4630
   L1-10 TATGGTCACTTGATTTTTGACAAAGGAGCCAAAACCATCAAATGGAAAAAAGATAGCATTTTCAGCAAATGGTGCTGGTTCAACTGGAGGTCAACATGTAGAAGAATGCAGATCGATCCATGCTTATCACCCTGTACAAAGCTTAAGTCC  4654
   L1-19 TATGGTCACTTGATTTTTGACAAAGGAGCCAAAACCATCAAATGGAAAAAAGATAGCATTTTCAGCAAATGGTGCTGGTTCAACTGGAGGTCAACATGTAGAAGAATGCAGATCGATCCATGCTTATCACCCTGTACAAAGCTTAAGTCC  4770
   ruler ......4660......4670......4680......4690......4700......4710......4720......4730......4740......4750......4760......4770......4780......4790......4800

Kirilyuk et al.                                                                                                                                                                Fig. S1

Gena
Highlight

Gena
Highlight

Gena
Highlight

Gena
Highlight



         ***** ********************* ******************** ************** * *********************************** ******** *********** ***************** ** ** ***
   L1-17 AAGTGGATCAAGGACCTCCACATCAAACCAGACACACTCAAACTAATAGAAGAAAAACTAGGGAAGCATCTGGAACACATGGGCACTGGAAAAAATTTCCTGAACAAAACACCAATGGCTTATGCTCTAAGATCAAGAATCGACAAATGG  4596
   L1-21 AAGTGGATCAAGGACCTCCACATCAAACCAGACACACTCAAACTAATAGAAGAAAAACTAGGGAAGCATCTGGAACACATGGGCACTGGAAAAAATTTCCTGAACAAAACACCAATGGCTTATGCTCTAAGATCAAGAATCGACAAATGG  4942
    L1-8 AAGTGCATCAAGGACCTCCACATCAAACCAGACACACTCAAACTAATAGAAGAAAAACTAGGGAAACATCTGGAACACATGGGCACTGGAAAAAATTTCCTGAACAAAACACCAATGGCTTATGCTCTAAGATCAAGAATCGACAAGTGG  4804
   L1-13 AAGTGCATCAAGGACCTCCACATCAAACCAGACACACTCAAACTAATAGAAGAAAAACTAGGGAAACATCTGGAACACATGGGCACTGGAAAAAATTTCCTGAACAAAACACCAATGGCTTATGCTCTAAGATCAAGAATCGACAAGTGG  4807
   L1-12 AAGTGGATCAAGGACCTCCACATCAAACCAGACACACTCAAACTAATAGAAGAAAAACTAGGGAAGCATCTGGAACACATGGGCACTGGAAAAAATTTCCTGAACAAAACACCAATGGCTTATGCTCTAAGATCAAGAATCGACAAATGG  4804
    L1-3 AAGTGGATCAAGGACCTCCACATCAAACCAGACACACTCAAACTAATAGAAGAAAAACTAGGGAAGCATCTGGAACACATGGGCACTGGAAAAAATTTCCTGAACAAAACACCAATGGCTTATGCTCTAAGATCAAGAATTGACAAATGG  4810
   L1-23 AAGTGGATCAAGGACCTCCACATCAAACCAGACACACTCAAACTAATAGAAGAAAAACTAGGGAAGCATCTGGAACACATGGGCACTGGAAAAAATTTCCTGAACAAAACACCAATGGCTTATGCTCTAAGATCAAGAATTGACAAATGG  4809
   L1-22 AAGTGGATCAAGGACCTCCACATCAAACCAGACACACTCAAACTAATATAAGAAAAACTAGGGTAGCATCTGGAACACATGGGCACTGGAAAAAATTTCCTGAACAAAACACCAATGGCTTATGCTCTAAGATCAAGAATCGACAAATGG  4780
   L1-10 AAGTGGATCAAGGACCTCCACATCAAAGCAGACACACTCAAACTAATAGAAGAAAAACTAGGGAAGCATCTGGAACACATGGGCACTGGAAAAAATTTCCTGAACAAAACACCAATGGCTTACGCTCTAAGATCAAGAATTGACAAATGG  4804
   L1-19 AAGTGGATCAAGGACCTCCACATCAAACCAGACACACTCAAACTAATAGAAGAAAAACTAGGGAAGCATCTGGAACACATGGGCACTGGAAAAAATTTCCTAAACAAAACTCCAATGGCTTACGCTCTAAGATCAAGAATCGAAAAATGG  4920
   ruler ......4810......4820......4830......4840......4850......4860......4870......4880......4890......4900......4910......4920......4930......4940......4950

         *** ****************************************** ********** ********************************** **************** **** ***********************************
   L1-17 GATTTCATAAAACTGCAAAGCTTCTGTAAGGCAAAGGACACTGTGGTTAGGACAAAACGGCAACCAACAGATTGGGAAAAGATCTTTACCAATCCTACAACAGATAGAGGCCTTATATCCAAAATATACAAAGAACTCAAGAAGTTAGAC  4746
   L1-21 GATCTCATAAAACTGCAAAGCTTCTGTAAGGCAAAGGACACTGTGGTTAGGACAAAATGGCAACCAACAGATTGGGAAAAGATCTTTACCAATCCTACAACAGATAGAGGCCTTTTATCCAAAATATACAAAGAACTCAAGAAGTTAGAC  5092
    L1-8 GATCTCATAAAACTGCAAAGCTTCTGTAAGGCAAAGGACACTGTGGTTAGGACAAAACGGCAACCAACAGATTGGGAAAAGATCTTTACCAATCCTACAACAGATAGAGGCCTTATATCCAAAATATACAAAGAACTCAAGAAGTTAGAC  4954
   L1-13 GATCTCATAAAACTGCAAAGCTTCTGTAAGGCAAAGGACACTGTGGTTAGGACAAAACGGCAACCAACAGATTGGGAAAAGATCTTTACCAATCCTACAACAGATAGAGACCTTATATCCAAAATATACAAAGAACTCAAGAAGTTAGAC  4957
   L1-12 GATCTCATAAAACTGCAAAGCTTCTGTAAGGCAAAGGACACTGTGGGTAGGACAAAACGGCAACCAACAGATTGGGAAAAGATCTTTACCAATCCTACAACAGATAGAGACCTTATATCCAAAATATACAAAGAACTCAAGAAGTTAGAC  4954
    L1-3 GATCTCATAAAACTGCAAAGCTTCTGTAAGGCAAAGGACACTGTGGTTAGGACAAAACGGCAACCAACAGATTGGGAAAAGATCTTTACCAACCCTACAACAGATAGAGGCCTTATATCCAAAATATACAAAGAACTCAAGAAGTTAGAC  4960
   L1-23 GATCTCATAAAACTGCAAAGCTTCTGTAAGGCAAAGGACACTGTGGTTAGGACAAAACGGCAACCAACAGATTGGGAAAAGATCTTTACCAACCCTACAACAGATAGAGGCCTTATATCCAAAATATACAAAGAACTCAAGAAGTTAGAC  4959
   L1-22 GATCTCATAAAACTGCAAAGCTTCTGTAAGGCAAAGGACACTGTGGTTAGGACAAAACGGCAACCAACAGATTGGGAAAAGATCTTTACCAATCCTACAACAGATAGAGGCCTTATATCCAAAATATACAAAGAACTCAAGAAGTTAGAC  4930
   L1-10 GATCTCATAAAACTGCAAAGCTTCTGTAAGGCAAAGGACACTGTGGTTAGGACAAAACGGCAACCAACAGATTGGGAAAAGATCTTTACCAATCCTACAACAGATAGAGGCCTTATATCCAAAATATACAAAGAACTCAAGAAGTTAGAC  4954
   L1-19 GATCTCATAAAACTGCAAAGCTTCTGTAAGGCAAAGGACACTGTGGTTAGGACAAAACGGCAACCAACAGATTGGGAAAAGATCTTTACCAATCCTACAACAGATAGAGGCCTTATATCCAAAATATACAAAGAACTCAAGAAGTTAGAC  5070
   ruler ......4960......4970......4980......4990......5000......5010......5020......5030......5040......5050......5060......5070......5080......5090......5100

         * ****** *********** ************ * *************** ****************** ******* * ******************** ****** **** ******************** ***************
   L1-17 CACAGGGAAACAAATAACCCTATTAAAAAATGGGGTTCAGAGCTAAACAAAGAATTCACAGCTGAGGAATGCCGAATGGCTGAGAAACACCTAAAGAAATGCTCAACATCTTTAGTCATAAGGGAAATGCAAATCAAAACAACCCTGAGA  4896
   L1-21 CGCAGGGACACAAATAACCCTATTAAAAAATGGGGTTCAGAGCTAAACAAAGAATTCACAGCTGAGGAATGCCGAATGGCTGAGAAACACCTAAAGAAATGTTCAACATCTTTGGTCATAAGGGAAATGCAAATCAAAACAACCCTGAGA  5242
    L1-8 CGCAGGGAGACAAATAACCCTATTAAAAAATGGGGTTCAGAGCTAAACAAAGAATTCACAGCTGAGGAATGCCGAATGGCTGAGAAACACCTAAAGAAATGTTCAACATCTTTAGTCATAAGGGAAATGCAAATCAAAACAACCCTGAGA  5104
   L1-13 CGCAGGGAGACAAATAACCCTATTAAAAAATGGGGTTCAGAGCTAAACAAAGAATTCACAGCTGAGGAATGCCGAATGGCTGAGAAACACCTAAAGAAATGTTCAACATCTTTAGTCATAAGGGAAATGCAAATCAAAACAACCCTGAGA  5107
   L1-12 CGCAGGGAAACAAATAACCCCATTAAAAAATGGGGTTCAGAGCTAAACAAAGAATTCACAGCTGAGGAATGCCGAATGGCTGAGAAACACCTAAAGAAATGTTCAACATCTTTAGTCATAAGGGAAATGCAAATCAAAACAACCCTGAGA  5104
    L1-3 CGCAGGGAAACAAATAACCCTATTAAAAAATGGGGTTCAGAGCTAAACAAAGAATTCACAGCTGAGGAATGCCGAATGGCTGAGAAACACCTAAAGAAATGTTCAACATCTTTAGTCATAAGGGAAATGCAAATCAAAACAACCCTGAGA  5110
   L1-23 CGCAGGGAAACAAATAACCCTATTAAAAAATGGGGTTCAGAGCTAAACAAAGAATTCACAGCTGAGGAATACCGAATGGCTGAGAAACACCTAAAGAAATGTTCAACACCTTTAGTCATAAGGGAAATGCAAATCAAAACAACCCTGAGA  5109
   L1-22 CGCAGGGAAACAAATAACCCTATTAAAAAATGGTGTTCAGAGCTAAACAAACAATTCACAGCTGAGGAATGCCGAATGACTGAGAAACACCTAAAGAAATGTTCAACATCTTTAGTCATAAGGGAAATGCAAATCAAAACAACCCTGAGA  5080
   L1-10 CACAGGGAAACAAATAACCCTATTAAAAAATGGGGCTCAGAGCTAAACAAAGAATTCACAGCTGAGGAATGCCGAATGGCGGAGAAACACCTAAAGAAATGTTCAACATCTTTAGTCATAAGGGAAATGCAAATCAAAACAACCCTGAGA  5104
   L1-19 CGCAGGGAAACAAATAACCCTATTAAAAAATGGGGTTCAGAGCTAAACAAAGAATTCACAGCTGAGGAATGCCGAATGGCTGAGAAACACCTAAAGAAATGTTCAACATCTTTAGTCATAAGGGAAATGCAAATTAAAACAACCCTGAGA  5220
   ruler ......5110......5120......5130......5140......5150......5160......5170......5180......5190......5200......5210......5220......5230......5240......5250

         ****************** ** ********************** **** * ****** ****** ******************************************  * ***** ***************** ********  ****
   L1-17 TTTCACCTCACACCAGTGAGAATGGCTAAGATCAAAAACTCAGGTGACAGCAGATGCTGGCGAGGATGTGGAGAAAGAGGAACACTCCTCCATTGTTGGTGGGATTGCAGACTGGTAAAACCATTCTGGAAATCAGTCTGGAGG-TTCCT  5045
   L1-21 TTTCACCTCACACCAGTGAGAATGGCTAAGATCAAAAACTCAGGTGACAGCTGATGCTAGCGAGGATGTGGAGAAAGAGGAACACTCCTCCATTGTTGGTGGGATTGCAGAGTGGTAAAACCATTCTGGAAATCAGTCTGGAGG-TTCCT  5391
    L1-8 TTTCACCTCACACCAGTGCGATTGGCTAAGATCAAAAACTCAGGTGACAGCAGATGCTGGCGAGGATGTGGAGAAAGAGGAACACTCCTCCATTGTTGGTGGGATTGCGGACTGGTAAAACCATTCTGGAAATCAGTCTGGAGG-TTCCT  5253
   L1-13 TTTCACCTCACACCAGTGCGATTGGCTAAGATCAAAAACTCAGGTGACAGCAGATGCTGGCGAGGATGTGGAGAAAGAGGAACACTCCTCCATTGTTGGTGGGATTGCGGACTGGTAAAACCATTCTGGAAATCAGTCTGGAGG-TTCCT  5256
   L1-12 TTTCACCTCACACCAGTGCGATTGGCTAAGATCAAAAACTCAGGTGACAGCAGATGCTGGCGAGGATGTGGAGAAAGAGGAACACTCCTCCATTGTTGGTGGGATTGCAGACTGGTAAAACCATTCTGGAAATCAGTCTGGAGG-TTCCT  5253
    L1-3 TTTCACCTCACACCAGTGCGATTGGCTAAGATCAAAAACTCAGGTGACAGCAGATGCTGGCGAGGTTGTGGAGAAAGAGGAACACTCCTCCATTGTTGGTGGGATTGCAGACTGGTAAAACCATTCTGGAAATCAGTCTGGAGG-TTCCT  5259
   L1-23 TTTCACCTCACACCAGTGCGATTGGCTAAGATCAAAAACTCAGGTGACAGCAGATGCTGGCGAGGTTGTGGAGAAAGAGGAACACTCCTCCATTGTTGGTGGGATTGCAGACTGGTAAAACCATTCTGGAAATCAGTCTGGAGG-TTCCT  5258
   L1-22 TTTCACCTCACACCAGTGAGAATGGCTAAGATCAAAAACTCAGGTGACAGCAGATGCTGGCGAGGATGTGGAGAAAGAGGAACACTCCTCCATTGTTGGTGGGATTGCAGACTGGTAAAACCATTCTGGAAATCATTCTGGAGGGTTCCT  5230
   L1-10 TTTCACCTCACACCAGTGAGAATGGCTAAGATCAAAAACTCAGGGGACAACAGATGCTGGCGAGGATGTGGAGAAAGAGGAACACTCCTCCATTGTTGGTGGGATTGCAAACTGGTACAACCATTCTGGAAATCAGTCTGGAGG-ATCCT  5253
   L1-19 TTTCACCTCACACCAGTGAGAATGGCTAAGATCAAAAACTCAGGGGACAACAGATGCTGGCGAGGATGTGGAGAAAGAGGAACACTCCTCCATTGTTGGTGGGATTGCATACTGGTACAACCATTCTGGAAATCAGTCTGGAGG-ATCCT  5369
   ruler ......5260......5270......5280......5290......5300......5310......5320......5330......5340......5350......5360......5370......5380......5390......5400
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         ******************* ************* **** ************************  ***** ******** *** *  **  ***** *********** *************** ** ******  * ************
   L1-17 CAGAAAATTGGACATTGAACTGCCTGAGGATCCAGCTATACCTCTCTTGGGCATATACCCAAAAGATGCCTCAACATATAAAAGAGACACGTGCTCCACTATGTTCATCGCAGCCTTATTTATAATAGCCAGAAACTGGAAAGAACCCAG  5195
   L1-21 CAGAAAATTGGACATTGAACTGCCTGAGGATCCAGCTATACCTCTCTTGGGCATATACCCAAA-GATGCCCCAACATATAAAAAAGGCATGTGCTCCACTATGTTCATCGCAGCCTTATTTATATTAGCCAGAAGCTGGAAAGAACCCAG  5540
    L1-8 CAGAAAATTGGACATTGAATTGCCTGAGGATCCAGCTATACCTCTCTTGGGCATATACCCAAAAGATGCCTCAACATATAAAAGAGACACGTGCTCTACTATGTTCATCGCAGCCTTATTTATAATAGCCAGAAGCTGGAAAGAACCCAG  5403
   L1-13 CAGAAAATTGGACATTGAATTGCCTGAGGATCCAGCTATACCTCTCTTGGGCATATACCCAAAAGATGCCTCAACATATAAAAGAGACACGTGCTCTACTATGTTCATCGCAGCCTTATTTATAATAGCCAGAAGCTGGAAAGAACCCAG  5406
   L1-12 CAGAAAATTGGACATTGAACTGCCTGAGGATCCAGCTATACCTCTCTTGGGCATATACCCAAAAGATGCCTCAACATATAAAAGAGACACGTGCTCCACTATGTTCATCGCAGCCTTATTTATAATAGCCAGAAGCTGGAAAGAACCCAG  5403
    L1-3 CAGAAAATTGGACATTGAACTGCCTGAGGATCCAGCTATACCTCTCTTGGGCATATACCCAAAAGATGCCTCAACATATAAAAGAGACACGTGCTCCACTATGTTCATCGCAGCCTTATTTATAATAGCCAGAAAATGGAAAGAACCCAG  5409
   L1-23 CAGAAAATTGGACATTGAACTGCCTGAGGATCCAGCTATACCTCTCTTGGGCATATACCCAAAAGATGCCTCAACATATAAAAGAGACACGTGCTCCACTATGTTCATCGCAGCCTTATTTATAATAGCCAGAAAATGGAAAGAACCCAG  5408
   L1-22 CAGAAAATTGGACATTGAACTGCCTGAGGATCCAGCTACACCTCTCTTGGGCATATACCCAAAACATGCCTCAACATATAAAAGAGACACGTGCTCCACTATGTTCATCGCAGCCTTATTTATAATAGCCAGAAAATGGAAAGAACCCAG  5380
   L1-10 CAGAAAATTGGACATTGAACTGCCTGAGGATCCGGCTATACCTCTCTTGGGCATATACCCAAAAGATGCCCCAACATATAAAAAAGACACATGCTCCACTATGTTCATAGCAGCCTTATTTATAATAACCAGAAGCTAGAAAGAACCCAG  5403
   L1-19 CAGAAAATTGGACATTGAACTGCCTGAGGATCCAGCTATACCTCTCTTGGGCATATACCCAAAAGATGCCCCAACATATGAAAAAAACACGTGCTCCACTATGTTCATTGCAGCCTTATTTATAATAGCCAGAAGCTGGAAAGAACCCAG  5519
   ruler ......5410......5420......5430......5440......5450......5460......5470......5480......5490......5500......5510......5520......5530......5540......5550

         ***************** ******* ************* ************** ** ***** ************    * ***************** ****** **************************** **** **** ****
   L1-17 ATGCCCTTCAACAGAGGAATGGATACAGAAAATGTGGTACATCTACACAATGGAATATTACTCAGCTATCAAAAAC---GAGTTTATGAAATTCGTAGGCAAATGGTTGGAACTGGAAAATATCATCCTGAGTGAGCTAACCCAATCACA  5342
   L1-21 ATGCCCTTCAACAGAGGAATGGATACAGAAAATGTGGTATATCTACACAATGGAATATTACTCAGCTATCAAAAACAACGAGTTTATGAAATTCGTAGGCAAATGGTTGGAACTGGAAAATATCATCCTGAGTGAGCTAACCCAATCACA  5690
    L1-8 ATGCCCTTCAACAGAGGAATGGATACAGAAAATGTGGTACATCTACACAATGGAATATTACTCAGCTATCAAAAACAATGACTTTATGAAATTCGTAGGCAAATGGTTGGAACTGGAAAATATCATCCTGAGTGAGCTAACCCAATCACA  5553
   L1-13 ATGCCCTTCAACAGAGGAATGGATACAGAAAATGTGGTACATCTACACAATGGAATATTACTCAGCTATCAAAAACAACGACTTTATGAAATTCGTAGGCAAATGGTTGGAACTGGAAAATATCATCCTGAGTGAGCTAACCCAATCACA  5556
   L1-12 ATGCCCTTCAACAGAGGAATGGATACAGAAAATGTGGTACATCTACACAATGGAATATTACTCAGCTATCAAAAACAACGAGTTTATGAAATTCGTAGGCAAATGGTTGGAACTGGAAAATATCATCCTGAGTGAGCTAACCCAATCACA  5553
    L1-3 ATGCCCTTCAACAGAGGAATGGATACAGAAAATGTGGTACATCTACACAATGGAATACTACTCAGCTATCAAAAACAACAAGTTTATGAAATTCGTAGGCAAATGGTTGGAACTGGAAAATATCATCCTGAGTGAACTAACCCAATCACA  5559
   L1-23 ATGCCCTTCAACAGAGGAATGGATACAGAAAATGTGGTACATCTACACAATGGAATACTACTCAGCTATCAAAAACAACGAGTTTATGAAATTCGTAGGCAAATGGTTGGAACTGGAAAATATCATCCTGAGTGAACTAACCCAATCACA  5558
   L1-22 ATGCCCTTCAACAGAGGAATGGATACAGAAAATGTGGTACATCTACACAATGGAATATTACTCAGCTATCAAAAACAACGACTTTATGAAATTCGTAGGCAAATGGTTGGAACTGGAAAATATCATCCTGAGTGAGCTAACCCAATCACA  5530
   L1-10 ATGCCCTTCAACAGAGGGATGGATACAGAAAATGTGGTACATCTACACAATGGAGTACTACTCGGCTATCAAAAACAACGACTTTATGAAATTCGTAGGCAAATGGCTGGAACTGGAAAATATCATCCTGAGTGAGCTAACCCAAACACA  5553
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   L1-17 GAAAGACATACATGGTATGCACTCATTGATAAGTGGCTATTAGCCCAAATGCTTGAATTACCCTAGATCCCTAGAACAAACGAAACTCAAGACGGATGGTCAAAATGTGAATGCTTCACTCCTTATTTAAATGAGAAAAAAGAATACCCT  5492
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   L1-10 TGGCAGGGAAGAGAGAGGCAAAGATTAAAACAGAGACTGAAGGAACACCCATTCAGAGTCTGCCCCACATGTGGCCCATGCATATACAGCCATCCAATTAGACAAGATGGATGAAGCAAAGAAGTGCAGACTGACAGGAGCCGGATGTAG  5852
   L1-19 TGGCAGGGAAGGGAGAGGCAAAGATTAAAACAGAGACTGAAGGAACACCCATTCAGAGCCTGCCCCACATGTGGCCCATACATATACAGCCACCCAATTAGACAAGATGGATGAAGCAAAGAAGTGCAGACTGACAGGAGCCGGATGTAG  5969
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