
  10 AAAACGAGGGGGAACGTTGTGAGTTGCTGCGGAGACCGCAACTCTACAGTTATACCCGATACTAAGTCAG 79
     ||||||||||||||||||||||||||||||||| |||||||||||||:||||||||||||||||||||||
1153 AAAACGAGGGGGAACGTTGTGAGTTGCTGCGGACACCGCAACTCTACGGTTATACCCGATACTAAGTCAG 1084

  80 TATGGCTCTCCTCCGGCAGACGCCGCTAATATTAAACGACACGACAAAGAG----------AGAGACAGA 139
     ||||||||||||||||||||||||||||||||| |||||||||||||||||----------|||||||||
1083 TATGGCTCTCCTCCGGCAGACGCCGCTAATATTTAACGACACGACAAAGAGTGCGTGCGAGAGAGACAGA 1014

 140 AAATCAGTCTGAGCGTGACGTCGGGTGCTGCGTAGCCAGTGCAAATTGATTTGTTCCTTTTGGCTATAAA 209
     |||||||||||||||||||||||||:|||||||||||| |||||||||||||||||||||||||||||||
1013 AAATCAGTCTGAGCGTGACGTCGGGCGCTGCGTAGCCACTGCAAATTGATTTGTTCCTTTTGGCTATAAA 944

 210 AATGATCTGATCTGATCCAGATTCAGCAATCTGATATATATGATCATTATCTATGATTCTGCGTTTTTAG 279
     |||||||||||||||||||||||||||||||||||| |||||:|||||||||||||||||||||||||||
 943 AATGATCTGATCTGATCCAGATTCAGCAATCTGATAGATATGGTCATTATCTATGATTCTGCGTTTTTAG 874

 280 TTTTCTCGTATCCTCAATATTGTGGATGCAACAGATTTTCGTCCTTTGTGGGGGCGGAAGGGGGTGGGGC 349
     |||||||: |||: |||||||||||||||||||||||||||||||||||||||||||| |||||||||||
 873 TTTTCTCAAATCTGCAATATTGTGGATGCAACAGATTTTCGTCCTTTGTGGGGGCGGATGGGGGTGGGGC 804

 350 GAAATTTTGAGATATACGTTTTATAGTGAGATCTAACAGGAGTGCGGATACTCTACT-GGTTACTCTAGC 418
     ||||||:|||||||||||||||||||||| |||| | |||||||:| :|||:  |:|-||||||||||||
 803 GAAATTCTGAGATATACGTTTTATAGTGACATCTTAAAGGAGTGTGTGTACCAAATTTGGTTACTCTAGC 734

 419 CTTAATAGTCTCTGAGATTTGTGAATATCCCCAGATTTTCATCCTTTGCGGGGGCGGAAGGGGGTGTGGC 488
     |||||||||||||||||||||||: |:-||:|||||||||:|||||||||||||||||||||||||||||
 733 CTTAATAGTCTCTGAGATTTGTGGTTG-CCTCAGATTTTCGTCCTTTGCGGGGGCGGAAGGGGGTGTGGC 665

 489 GAAATTTCGAAACAAACTCGTCTCGGTCCGATATATTAGGAGTGTGGATACCAAATTTGGTTGCTCTAGC 558
     ||||||| || | :|| : |||  ||||||||||  :||||||||||||||||||||||||||||||:||
 664 GAAATTTGGACAGGAAACGGTCAAGGTCCGATATCACAGGAGTGTGGATACCAAATTTGGTTGCTCTGGC 595

 559 TTTTGTAGTCTCTGAGATCTAGGCGCTAATGTTTTACTCTAAGCAAAGCCGGCTATGCTACGTGTGTGTT 628
     ||||:||| :|||||||||:  | :|| ||:||||:|  | :|||||:|||:|:|||  || ||||||||
 594 TTTTATAGGTTCTGAGATCCTTGAACTCATATTTTGCAATTGGCAAAACCGACCATGAAACCTGTGTGTT 525

 629 AGAGAGAGACAGGGCGAGAAAAAATGAAATTGTTTTCTTGATTCTGGCTATAATAATTATACGATCTGGT 698
     |||| |||||||:||||||||:|:||||||||||||| |||||||||||:||||||||||||||||||||
 524 AGAGTGAGACAGAGCGAGAAAGAGTGAAATTGTTTTCGTGATTCTGGCTGTAATAATTATACGATCTGGT 455

 699 TCAGATTTTGCACTCAAGAAGATATAGTCATCTTCTACGATTCTGCGTTTTTAGTTTTCTCGTATCGTCG 768
     ||||||||||||||| ||||||||||||||||||||||||||||||||||||||||||||||||||||||
 454 TCAGATTTTGCACTCTAGAAGATATAGTCATCTTCTACGATTCTGCGTTTTTAGTTTTCTCGTATCGTCG 385

 769 AAATTGTGGATGCCACAGATTTTCGCCCTTTGTGGGGACGGATGTGGGCGGGGCAAAGTTTTGAAATATT 838
     |||||||||||||||||||||||||||||||||||||:|||| |||||||||||||||||||||||||||
 384 AAATTGTGGATGCCACAGATTTTCGCCCTTTGTGGGGGCGGAAGTGGGCGGGGCAAAGTTTTGAAATATT 315

 839 CTTGTAGCAGTGACATATCACAGAAGTCTGGATCCAAAACATCGTTGCTCTAGCTCTTATAGTCTTTGAG 908
     :||| |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
 314 TTTGGAGCAGTGACATATCACAGAAGTCTGGATCCAAAACATCGTTGCTCTAGCTCTTATAGTCTTTGAG 245

 909 CACTAGGCGCTGAAGGGGACGGACAGACGGAC-------------------------------------- 940
     ||:|||||||||||||||||||||||||||||--------------------------------------
 244 CATTAGGCGCTGAAGGGGACGGACAGACGGACAGACGGACAGACGGACAGACGGACGGACGGACAGACGG 175

 941 --GGACGGACAGACGGACAGACAGACATGGCTCAATCGACTCGGCTATTGATGCTGATCAAGAATATATG 1008
     --|||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||-
 174 ACGGACGGACAGACGGACAGACAGACATGGCTCAATCGACTCGGCTATTGATGCTGATCAAGAATATAT- 106

 1009 TATATACTTTATGGGGTCGGAAACGATTCCTTTTGGACGTTACACACATCCACTTTTACCACAAATCTAA 1078
      ---|||||||||||||||||||||||||||||:|||||||||||||||||||||||||||||||||||||
  105 ---ATACTTTATGGGGTCGGAAACGATTCCTTCTGGACGTTACACACATCCACTTTTACCACAAATCTAA 39

 1079 TATACCCAAATACTCATTTTGAGTATCGGGTATAA 1113
      ||||||| |||||||||||||||||||||||||||
   38 TATACCCCAATACTCATTTTGAGTATCGGGTATAA 4

         1110      1100      1090      1080      1070      1060      
ISX    TTATACCCGATACTCAAAATGAGTATTTGGGTATATTAGATTTGTGGTAAAAGTGGATGT
       ::::::::: :::::  :  :::::   ::::::: :::::: :: : :::       ::
DINE-1 TTATACCCGTTACTCGTA--GAGTAAAAGGGTATACTAGATTCGTTGAAAA-------GT
               10          20        30        40               50 

       1050      1040      1030      1020                1010      
ISX    GTGTAACGTCCAAAAGGAATCGTTTCCGACCCCATAAAGTATAT----------ACATAT
        ::::::   :: :::::: :::::::::::  :::::::::::          : ::::
DINE-1 ATGTAACAGGCAGAAGGAAGCGTTTCCGACCATATAAAGTATATTTATATATATATATAT
              60        70        80        90       100       110 

       1000       990       980       970       960       950      
ISX    ATTCTTGATCAGCATCAATAGCCGAGTCGATTGAGCCATGTCTGTCTGTCCGTCTGTCCG
       :::::::::::: ::::::::::::::::::   :::::::: :::::::::: ::  ::
DINE-1 ATTCTTGATCAGGATCAATAGCCGAGTCGATCTGGCCATGTCCGTCTGTCCGTATGAACG
             120       130       140       150       160       170 

                                     1110      1100      1090      
ISX                                  TTATACCCGATACTCAAAATGAGTATTTGG
                                     ::::::::::::::  :: : :::::    
ISX    TGAGTTGCTGCGGAGACCGCAACTCTACAGTTATACCCGATACT--AAGTCAGTATGGCT
       30        40        50        60        70          80      
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