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      ----------GGTACCGCTAGCACAAGTTTGTACAAAAAAGCAGGCTCCGCGGCCGCCCC
                ||||||||||||||||||||||||||||||||||||||||||||||||||
      GGGCGAATTGGGTACCGCTAGCACAAGTTTGTACAAAAAAGCAGGCTCCGCGGCCGCCCC
 1    ---------+---------+---------+---------+---------+---------+

      CTTGCCACCATGGCATCAGTTTTCTTTTCGTACACGCATATAGACGAGTCGCTGCGCGAC
      ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
      CTTGCCACCATGGCATCAGTTTTCTTTTCGTACACGCATATAGACGAGTCGCTGCGCGAC
 61   ---------+---------+---------+---------+---------+---------+

      CAGCTCGAAATCCACCTCTCGCTTATGAAGCGCGAGGGCCTCATTACCGCATGGCATGAC
      ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
      CAGCTCGAAATCCACCTCTCGCTTATGAAGCGCGAGGGCCTCATTACCGCATGGCATGAC
 121  ---------+---------+---------+---------+---------+---------+

      CGGCGCATCGTCGCAGGCTCCGACATCGATGACAGCATCGATGAGCACCTTGAGAGCGCA
      ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
      CGGCGCATCGTCGCAGGCTCCGACATCGATGACAGCATCGATGAGCACCTTGAGAGCGCA
 181  ---------+---------+---------+---------+---------+---------+

      GACATCATCTTGCTGCTAGTGAGCGCGAACTTCATCGCATCCGAGTACTGCTTCGCGACC
      ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
      GACATCATCTTGCTGCTAGTGAGCGCGAACTTCATCGCATCCGAGTACTGCTTCGCGACC
 241  ---------+---------+---------+---------+---------+---------+

      GAGATGAAGCGTGCAATGGAGCGTCATAAGGCTGGTGAGGTGCGCGTCATCCCCGTCATC
      ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
      GAGATGAAGCGTGCAATGGAGCGTCATAAGGCTGGTGAGGTGCGCGTCATCCCCGTCATC
 301  ---------+---------+---------+---------+---------+---------+

      CTGCGCGCTTGTGACTGGCACAGCGCCCCGTTCGGAAAACTGAACGCAGTTCCGACCGAT
      ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
      CTGCGCGCTTGTGACTGGCACAGCGCCCCGTTCGGAAAACTGAACGCAGTTCCGACCGAT
 361  ---------+---------+---------+---------+---------+---------+

      GGCCGGCCGGTGACCTCTTGGCCCAACCAAGATGAGGCGTTTGCCGACATCACGAAGTCG
      ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
      GGCCGGCCGGTGACCTCTTGGCCCAACCAAGATGAGGCGTTTGCCGACATCACGAAGTCG
 421  ---------+---------+---------+---------+---------+---------+

      ATTCGCGCTGCTGTGAGTGCGACCGCGTCGTCATCGGCGCGAGCGCGGGTTGCGGCGCCG
      ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
      ATTCGCGCTGCTGTGAGTGCGACCGCGTCGTCATCGGCGCGAGCGCGGGTTGCGGCGCCG
 481  ---------+---------+---------+---------+---------+---------+

1



      GCGCGCGAGGCAGGGGCGGCCCGCGCAGTGGCAGTGCCCGCCGCGAGTACGCAATTGCCG
      ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
      GCGCGCGAGGCAGGGGCGGCCCGCGCAGTGGCAGTGCCCGCCGCGAGTACGCAATTGCCG
 541  ---------+---------+---------+---------+---------+---------+

      CGGTCTAGCAACATGCGCGTCAAACATCAGTTCTCGGACTTGGACAGAGATACGTTTGTT
      ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
      CGGTCTAGCAACATGCGCGTCAAACATCAGTTCTCGGACTTGGACAGAGATACGTTTGTT
 601  ---------+---------+---------+---------+---------+---------+

      TCGGAGACGTTTGACTTTATCGCCCGTTTCTTCGATGGCTCGCTCCAGGAGCTGGAAAAG
      ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
      TCGGAGACGTTTGACTTTATCGCCCGTTTCTTCGATGGCTCGCTCCAGGAGCTGGAAAAG
 661  ---------+---------+---------+---------+---------+---------+

      CGGCACGGCCAGTTCCAGGGTCGATTTACCCGAATCGATGCGCGCCGCTTCACTGCGAGC
      ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
      CGGCACGGCCAGTTCCAGGGTCGATTTACCCGAATCGATGCGCGCCGCTTCACTGCGAGC
 721  ---------+---------+---------+---------+---------+---------+

      ATCTACAAGGACGGCAAGAGTATCTCGCAGTGCAGCGTCTCCCACGGCGGCGCCTTCGGT
      ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
      ATCTACAAGGACGGCAAGAGTATCTCGCAGTGCAGCGTCTCCCACGGCGGCGCCTTCGGT
 781  ---------+---------+---------+---------+---------+---------+

      GGGAGCAGCAACCGCGAGATTACGTACTCCAGTCAGATTTCAACGCATACCAACAGCTTC
      ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
      GGGAGCAGCAACCGCGAGATTACGTACTCCAGTCAGATTTCAACGCATACCAACAGCTTC
 841  ---------+---------+---------+---------+---------+---------+

      AACGAGGCGCTTACCATCGCGGAAGATAGCCAGACTCTGTACCTAAAGCCGATGATGAAC
      ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
      AACGAGGCGCTTACCATCGCGGAAGATAGCCAGACTCTGTACCTAAAGCCGATGATGAAC
 901  ---------+---------+---------+---------+---------+---------+

      ATGGCCAGGGGAGTGTCCGAAAAGCTGTCTGACACCGGAGCCGCTGAGTATCTGTGGTCA
      ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
      ATGGCCAGGGGAGTGTCCGAAAAGCTGTCTGACACCGGAGCCGCTGAGTATCTGTGGTCA
 961  ---------+---------+---------+---------+---------+---------+

      ATGTTGATGGAACCCGTCCAGCGCAAGGGTGGGCGCGCCGACCCAGCTTTCTTGTACAAA
      ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
      ATGTTGATGGAACCCGTCCAGCGCAAGGGTGGGCGCGCCGACCCAGCTTTCTTGTACAAA
 1021 ---------+---------+---------+---------+---------+---------+

      GTGGTTGATCTAGAGGGCCCGCGGTTCGAAGGTAAGCCTATCCCTAACCCTCTCCTCGGT
      ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
      GTGGTTGATCTAGAGGGCCCGCGGTTCGAAGGTAAGCCTATCCCTAACCCTCTCCTCGGT
 1081 ---------+---------+---------+---------+---------+---------+

      CTCGATTCTACGTGATAATGAGGATCCGAGCTC--------------
      |||||||||||||||||||||||||||||||||
      CTCGATTCTACGTGATAATGAGGATCCGAGCTCCAGCTTTTGTTCCC
 1141 ---------+---------+---------+---------+-------

2


