A) 

MITEPsy1   8      CTGAAAAAGCCTTTTCTTCAAAAGTCGAAGCCAGTAAATATAGGCGCTCCAGCCCGGTTC  67

                  |||||||||||| ||| |||||  |||||||||||||||| | | ||||    ||||  |

M302091    16712  CTGAAAAAGCCTCTTCGTCAAACATCGAAGCCAGTAAATACACGTGCTC---TCCGGCAC  16656

MITEPsy1   68     CTCTCCAAAAAAATGGGCTTTTTCAGAGGAT  98

                   ||| | |||| | || | ||||||||| ||

M302091    16655  GTCTGC-AAAAGAGGGACGTTTTCAGAGAAT  16626

B)
MITEPsy1 45       ATATAGGCGCTCCAGCCCGGTTCCTCTCCAAAAAAATGGGCTTTTTCAGAGG  96

                  |||  ||||||||||||||||  || ||| ||||||||||||||||||||||

DC3000   6147431  ATAC-GGCGCTCCAGCCCGGTCTCTTTCC-AAAAAATGGGCTTTTTCAGAGG  6147480

C)

MITEPsy1 1       GGAAGGTCTGAAAAAGCCTTTTCTTCAAAAGTCGAAGCCAGTAAATATAGGCGCTCCAG-  59

                 ||| |||||||||||| | |||||  |||| | ||  |||||||  ||  | | | ||| 

Pstu     134024  GGATGGTCTGAAAAAGTCATTTCTCGAAAAATGGAGCCCAGTAACCATGCGGGATACAGG  133965

MITEPsy1 60      --CCCGGTTCCTCTCCAAAAAAATGGGCTTTTTCAGAGGATAC 100
                     |||||    ||   ||||| ||||||||||||||  | |

Pstu     133964  GCAGCGGTT----TCGCGAAAAACGGGCTTTTTCAGAGCTTCC 133936

D)

   1 GGATGGTCTGAAAAAGTC  18

     ||| | |||||||||| | 

  99 GGAAGCTCTGAAAAAGCC  82

