
 
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

 

PCR and Sanger sequencing results of five loci of CG17604_r.
The information about locations and primers can be found in Supplemental Table 6. 
For the first four locations, we performed the PCR experiment in one randomly-chosen 
line containing this retrocopy and the reference iso-1 as the negative control, using the 
primers targeting both flanking regions of the retroposed locus. For the retrocopy 
inserted in a satellite, the primers target the satellite and internal retrocopy, which is 
why there is no band in iso-1.



>CG17604_p_LTR TGTAACATG-AGTAAGGCTGAAGGCTGGCAACAACCCGGTTGGCAGCGCTGTT-GAGCAG

>CG17604_r_satellite ------------------------------------------------------------

>CG17604_r_2L TGTAACATGGAGTAAGGCTGAAGGCTGGCAACAACCCGGTTGGCAGCGCTGTT-GAGCAG

>CG17604_r_2R TGTAACATGGAGTAAGGCTGAAGGCTGGCAACAACCCGGTTGGCAGCGCTGTT-GAGCAG

>CG17604_r_3R1 TGTAACATGGAGTAAGGCTGAAGGCTGGCAACAACCCGGTTGGCAGCGCTGTT-GAGCAG

>CG17604_r_3R2 TGTAACATGGAGTAAGGCTGAAGGCTGGCAACAACCCGGTTGGCAGCGCTGTTTGAGCAG

           ************************************************************

>CG17604_p_LTR CAACATGATTGTCGGAAATCCAAGTTATCGACAATCAGTCATCGAAGGA-CGATCGCA-G

>CG17604_r_satellite ------------------------------------------------------------

>CG17604_r_2L CAACATGATTGTCGGAAATCGAAGTTATCGACAATCAGTCATCGAAGGAACGATCGCAAG

>CG17604_r_2R CAACATGATTGTCGGAAATCGAAGTTATCGACAATCAGTCATCGAAGGAACGATCGCAAG

>CG17604_r_3R1 CAACATGATTGTCGGAAATCGAAGTTATCGACAATCAGTCATCGAAGGAACGATCGCAAG

>CG17604_r_3R2 CAACATGATTGTCGGAAATCGAAGTTATCGACAATCAGTCATCGAAGGAACGATCGCAAG

           ************************************************************

>CG17604_p_LTR G-CAGCAGTAGAGGCGAGTGGAAGTCAGCGTTGCAGTCAGTCGAGTTCTCAGCAGCAGTC

>CG17604_r_satellite ------------------------------------------------------------

>CG17604_r_2L G-CAGCAGTGG---------------------------AGTCGAGTTCTCAGCAGCAGTC

>CG17604_r_2R G-CAGCAGTGGAGTCGAGTGGAAGTCAGCGTTGCAGTCAGTCGAGTTCTCAGCAGCAGTC

>CG17604_r_3R1 G-CAGCAGTGGAGTCAAGTGGAAGTCAGCGTTGCAGTCAGTCGAGTTCTCAGCAGCAGTC

>CG17604_r_3R2 GGCAGCAGTGGAGTCGAGTGGAAGTCAGCGTTGCAGTCAGTCGAGTTCTCAGCAGCAGTC

           ************************************************************

>CG17604_p_LTR -GTTCGGTCCACAAACTAAG--AAATACTTT-ATATAATTACC-GCATTTAGAATTAAAC

>CG17604_r_satellite ------------------------------------------------------------

>CG17604_r_2L CGTTCGGT-CA-------------------------------------------------

>CG17604_r_2R -GTTCGGT-CACAAACTAAG---AATACTTT-ATATAATTACC-GCATTTAGAATTAAAC

>CG17604_r_3R1 -GTTCGGT-CACAAA-CTAA--AAATACTTT-ATATAATTACC-GCATTTAAAATTAAAC

>CG17604_r_3R2 GTTTCGGT-CACAAAACTAAAGAAATACTTTTATATAATTACCCGCATTTAGAATTAA--

           ************************************************************

>CG17604_p_LTR TAATAATTAAATTAATAATAAACAATAATAATAAACAATCTTACATGGGGGCTCGTCCAG

>CG17604_r_satellite ------------------------------------------------------------

Sequence alignment

The alignment is color-coded as:
5’ and 3’ LTR repeat zone
Coding region of LTR retrotransposon BLASTOPIA
Microsimilarity shared by LTR retrotransposon and retrocopy
Retrocopy

The ‘p_LTR’ sequence is artificially constructed on the basis of the parental gene and 
LTR retrotransposon sequences encoded in the iso-1 genome. The eight nucleotide 
changes shared by retrocopies present in different insertion sites were marked as 1-8.



>CG17604_r_2L  ------------------------------------------------------------ 

>CG17604_r_2R  TAATAATTAAATTAATAATAAACAATAATAATAAACAATCTTACATGGGGGCTCGTCCAG 

>CG17604_r_3R1  TAATAATTAAATTAATAATAAACAATAATAATAAACAATCTTACATGGGGGCTCGTCCAG 

>CG17604_r_3R2  ------------------------------------------------------------ 

             ************************************************************ 

 

>CG17604_p_LTR  TCCTAAATCGGTTATATGAAGGTGCAGTTGTTTAAAGAAAAAAGACATTGTTGTGTGCGT 

>CG17604_r_satellite ------------------------------------------------------------ 

>CG17604_r_2L  ------------------------------------------------------------ 

>CG17604_r_2R  TCCTAAATCGGTTATATGAAGGTGCAGTTGTTTAAAGAAAAAAGACATTGTTGTGTGCGT 

>CG17604_r_3R1  TCCTAAATCGGTTATATGAAGGTGCAGTTGTTTAAAAAAAAAAAACATTGTTGTGTGCGT 

>CG17604_r_3R2  ------------------------------------------------------------ 

             ************************************************************ 

 

>CG17604_p_LTR  GGGTATAGTCTTTAAAACGTTGTAAAGTTGTGGCTATATCTATTGCATTTAAAGTTGGAA 

>CG17604_r_satellite ------------------------------------------------------------ 

>CG17604_r_2L  ------------------------------------------------------------ 

>CG17604_r_2R  GGGTATAGTCTTTAAAA-GTTGTAAAGTTGTGGCTATATCTATTGCATTTAAAGTTGGAA 

>CG17604_r_3R1  GGGTATAGTCTTTAAAA-GTTGTAAAGTTGTGGCTATATCTATTGCATTTAAAGTTGGAA 

>CG17604_r_3R2  ------------------------------------------------------------ 

              ************************************************************ 

 

>CG17604_p_LTR  AAATCAGTTGTACAGATTTTGTTTGAACACAAGTCGGTAAAAGTCGGGAAAGCTGCTAGA 

>CG17604_r_satellite ------------------------------------------------------------ 

>CG17604_r_2L  ------------------------------------------------------------ 

>CG17604_r_2R  AAATCAGTTGTACAGATTTTGTTTGAACACAAGTCGGTAAAAGTCGGGAAAGCTGCTAGA 

>CG17604_r_3R1  AAATCAGTTGTACAGATTTTGTTTGAACACAAGTCGGTAAAAGTCGGGAAAGCTGCTAGA 

>CG17604_r_3R2  ------------------------------------------------------------ 

             ************************************************************ 

 

>CG17604_p_LTR  GAGAACTGATAAAGTTGAAATTGTCGTGTGCGTGGATTTAGTCTTTAAAGTTGTAAAGTT 

>CG17604_r_satellite ------------------------------------------------------------ 

>CG17604_r_2L  ------------------------------------------------------------ 

>CG17604_r_2R  GAGAACTGATAAAGTTGAAATTGTCGTGTGCGTGGATTTAGTCTTTAAAGTTGTAAAGTT 

>CG17604_r_3R1  GAGAACTGATAAAGTTGAAATTGTCGTGTGCGTGGATTTAGTCTTTAAAGTTGTAAAGTT 

>CG17604_r_3R2  ------------------------------------------------------------ 

             ************************************************************ 

 

>CG17604_p_LTR  ATGGCTACGTCTACTGCATTGAAAGTTGAAAAAATCGATTGAACTCATACAGACTCAAGT 

>CG17604_r_satellite ------------------------------------------------------------ 

>CG17604_r_2L  ------------------------------------------------------------ 

>CG17604_r_2R  ATGGCTACGTCTACTGCATTGAAAGTTGAAAAAATCGATTGAACTCATACAGACTCAAGT 

>CG17604_r_3R1  ATGGCTACGTCTACTGCATTGAAAGTTGAAAAAATCGATTGAACTCATACAGACTCAAGT 

>CG17604_r_3R2  ------------------------------------------------------------ 



             ************************************************************ 

 

>CG17604_p_LTR  CGTTTTGCTGTTGTGGAATTTAAAACAATTAAATTGCAAAGGTGGTGAAATTCGTTTCTA 

>CG17604_r_satellite ------------------------------------------------------------ 

>CG17604_r_2L  ------------------------------------------------------------ 

>CG17604_r_2R  CGTTTTGCTGTTGTGGAATTTAAAACAATTAAATTGCAAAGGTGGTGAAATTCGTTTCTA 

>CG17604_r_3R1  CGTTTTGCTGTTGTGGAATTTAAAACAATTAAATTGCAAAGGTGGTGA------------ 

>CG17604_r_3R2  ------------------------------------------------------------ 

             ************************************************************ 

 

>CG17604_p_LTR  ACGAAAATCAAAATTTGTCTTTTAACCGGTGGCGCCGTCTGCAAAATCGACTACCGTCGC 

>CG17604_r_satellite ------------------------------------------------------------ 

>CG17604_r_2L  ------------------------------------------------------------ 

>CG17604_r_2R  ACGAAAATCAAAATTTGTCTTTTAACCGGTGGCGCCGTCTGCAAAATCGACTACCGTCGC 

>CG17604_r_3R1  ------------------------------------------------------------ 

>CG17604_r_3R2  ------------------------------------------------------------ 

             ************************************************************ 

 

>CG17604_p_LTR  GCCGTTAGAACATTGTCGTTGTTTGCTGGTGTTAGTGCCTTGTCGCGGAATGTTCACACG 

>CG17604_r_satellite ------------------------------------------------------------ 

>CG17604_r_2L  ------------------------------------------------------------ 

>CG17604_r_2R  GCCGTTAGAACATTGTCGTTGTTTGCTGGTGTTAGTGCCTTGTCGCGGAATGTTCACACG 

>CG17604_r_3R1  ------------------------------------------------------------ 

>CG17604_r_3R2  ------------------------------------------------------------ 

             ************************************************************ 

 

>CG17604_p_LTR  TACACCACCTACAAATAAAAAACTTAACACCGACCAAATACAAGCAATTCTAGAGAACGA 

>CG17604_r_satellite ------------------------------------------------------------ 

>CG17604_r_2L  ------------------------------------------------------------ 

>CG17604_r_2R  TACACCACCTACAAATAAAAAACTTAACACCGACCAAATACAAGCAATTCTAGAGAACGA 

>CG17604_r_3R1  ------------------------------------------------------------ 

>CG17604_r_3R2  ------------------------------------------------------------ 

             ************************************************************ 

 

>CG17604_p_LTR  AA-GCGAGGACGAAAGCAGAAAAGAAAAAATGAACGAAGAAGATCAAAAGTTGGCGCCTG 

>CG17604_r_satellite ------------------------------------------------------------ 

>CG17604_r_2L  ------------------------------------------------------------ 

>CG17604_r_2R  AAAGCGAGGACGAAAGCAGAAAAGAAAAAATGAACGAAGAAGATCAAAAGTTG------- 

>CG17604_r_3R1  ------------------------------------------------------------ 

>CG17604_r_3R2  ------------------------------------------------------------ 

             ************************************************************ 

 

>CG17604_p_LTR  TAGGAGAAGCAGAGGCAAAGAAGCAGAATAAAGACGCTAGTGCTAAAGTCGAAGAGAAAT 

>CG17604_r_satellite ------------------------------------------------------------ 



>CG17604_r_2L  ------------------------------------------------------------ 

>CG17604_r_2R  ------------------------------------------------------------ 

>CG17604_r_3R1  ------------------------------------------------------------ 

>CG17604_r_3R2  ------------------------------------------------------------ 

                                                                                       

 

>CG17604_p_LTR  TTGAACAAATGATGAATACTCTAACCCAGAGCATGTTGGCAAAATCTAAACAAGAGGGGC 

>CG17604_r_satellite ------------------------------------------------------------ 

>CG17604_r_2L  ------------------------------------------------------------ 

>CG17604_r_2R  ------------------------------------------------------------ 

>CG17604_r_3R1  ------------------------------------------------------------ 

>CG17604_r_3R2  ------------------------------------------------------------ 

                                                                                       

 

>CG17604_p_LTR  AAGTAATTATCGCTGCAGAAAAATTTGAAAAAGTTGTAAGTGACTGTGATGGCAAATCAA 

>CG17604_r_satellite ------------------------------------------------------------ 

>CG17604_r_2L  ------------------------------------------------------------ 

>CG17604_r_2R  ------------------------------------------------------------ 

>CG17604_r_3R1  ------------------------------------------------------------ 

>CG17604_r_3R2  ------------------------------------------------------------ 

                                                                                       

 

>CG17604_p_LTR  TTCCTATTAAAAAATGGTTTGAAATTTTTGAGAAAAATGCCGAGGCATATGAACTTTCGG 

>CG17604_r_satellite ------------------------------------------------------------ 

>CG17604_r_2L  ------------------------------------------------------------ 

>CG17604_r_2R  ------------------------------------------------------------ 

>CG17604_r_3R1  ------------------------------------------------------------ 

>CG17604_r_3R2  ------------------------------------------------------------ 

                                                                                       

 

>CG17604_p_LTR  AGAAACAAAAATATGTTCAAGCCAGAAGTAAGATGATTGGATCAGCAGAACTTTTCTTAG 

>CG17604_r_satellite ------------------------------------------------------------ 

>CG17604_r_2L  ------------------------------------------------------------ 

>CG17604_r_2R  ------------------------------------------------------------ 

>CG17604_r_3R1  ------------------------------------------------------------ 

>CG17604_r_3R2  ------------------------------------------------------------ 

                                                                                       

 

>CG17604_p_LTR  AATCTGAATGTGTCAGTGGATACACTGAACTCAAAGAGTTACTAATTGAAGAATTTTCAG 

>CG17604_r_satellite ------------------------------------------------------------ 

>CG17604_r_2L  ------------------------------------------------------------ 

>CG17604_r_2R  ------------------------------------------------------------ 

>CG17604_r_3R1  ------------------------------------------------------------ 

>CG17604_r_3R2  ------------------------------------------------------------ 



                                                                                       

 

>CG17604_p_LTR  GCAGCTATAATAGCGCCGTTATTCACAAAAAGTTGCAAGACAGGAAGAAGAAGAGGGAGG 

>CG17604_r_satellite ------------------------------------------------------------ 

>CG17604_r_2L  ------------------------------------------------------------ 

>CG17604_r_2R  ------------------------------------------------------------ 

>CG17604_r_3R1  ------------------------------------------------------------ 

>CG17604_r_3R2  ------------------------------------------------------------ 

                                                                                       

 

>CG17604_p_LTR  AAACTCTACACGACTATTTGTTACAAATGAAGAAAATAGCAGCCTTAGGTGAAGTTGAAA 

>CG17604_r_satellite ------------------------------------------------------------ 

>CG17604_r_2L  ------------------------------------------------------------ 

>CG17604_r_2R  ------------------------------------------------------------ 

>CG17604_r_3R1  ------------------------------------------------------------ 

>CG17604_r_3R2  ------------------------------------------------------------ 

                                                                                       

 

>CG17604_p_LTR  CAGTTGCTTTGATAACTCATATCGTAAACGGCCTCGACATTAAAAAGGAGTATAAGGGTG 

>CG17604_r_satellite ------------------------------------------------------------ 

>CG17604_r_2L  ------------------------------------------------------------ 

>CG17604_r_2R  ------------------------------------------------------------ 

>CG17604_r_3R1  ------------------------------------------------------------ 

>CG17604_r_3R2  ------------------------------------------------------------ 

                                                                                       

 

>CG17604_p_LTR  CTATGCTCCGTTGTAAAACTCTTAAGGAATTAAAGCAAGAATTCGAAATCTACGAGAGTC 

>CG17604_r_satellite ------------------------------------------------------------ 

>CG17604_r_2L  ------------------------------------------------------------ 

>CG17604_r_2R  ------------------------------------------------------------ 

>CG17604_r_3R1  ------------------------------------------------------------ 

>CG17604_r_3R2  ------------------------------------------------------------ 

                                                                                       

 

>CG17604_p_LTR  TGAATATTGTTGACAAGCCGAATATTCAACCAAAACCAAAGCAAATTACACAAGGTGTAA 

>CG17604_r_satellite ------------------------------------------------------------ 

>CG17604_r_2L  ---------------------------AACCAAAACCAAAGCAAATTACACAAGGTGTAA 

>CG17604_r_2R  ------------------------------------------------------------ 

>CG17604_r_3R1  ------------------------------------------------------------ 

>CG17604_r_3R2  ------------------------------------------------------------ 

             ************************************************************ 

 

>CG17604_p_LTR  AAGCAGATCACTGCTTCAACTGTGGTTCGAGGGAACACAAACGAAAGGATTGTACACTTC 

>CG17604_r_satellite ------------------------------------------------------------ 



>CG17604_r_2L  AAGCAGATCACTGCTTCAACTGTGGTTCGAGGGAACACAAACGAAAGGATTGTACACTTC 

>CG17604_r_2R  -----------------AACTGTGGTTCGAGGGAACACAAACGAAAGGATTGTACACTTC 

>CG17604_r_3R1  ------------------------------------------------------------ 

>CG17604_r_3R2  ------------------------------------------------------------ 

              ************************************************************                                                                                      

 

>CG17604_p_LTR  CTACCAAATGTTTCAGCTGTAATCAAGAGGGCCATATCTCAAGCAAGTGTCCAGAAAAAG 

>CG17604_r_satellite ------------------------------------------------------------ 

>CG17604_r_2L  CTACCAAATGTTTCAGCTGTAATCAAGAGGGCCATATCTCAAGCAAGTGTCCAGAAAAAG 

>CG17604_r_2R  CTACCAAATGTTTCAGCTGTAATCAAGAGGGCCATATCTCAAGCAAGTGTCCAGAAAAAG 

>CG17604_r_3R1  ----------TTTCAGCTGTAATCAAGAGGGCCATATCTCAAGCAAGTGTCCAGAAAAAG 

>CG17604_r_3R2  ----CAAATGTTTCAGCTGTAATCAAGAGGGCCATATCTCAAGCAAGTGTCCAGAAAAAG 

              ************************************************************                                                                                      

 

>CG17604_p_LTR  TAAACAGCATGCGCATTCACGTTGATAGTGCACGAACAAAGCCAGTAATCATAAATGGGA 

>CG17604_r_satellite ------------------------------------------------------------ 

>CG17604_r_2L  TAAACAGCATGCGCATTCACGTTGATAGTGCACGAACAAAGCCAGTAATCATAAATGGGA 

>CG17604_r_2R  TAAACAGCATGCGCATTCACGTTGATAGTGCACGAACAAAGCCAGTAATCATAAATGGGA 

>CG17604_r_3R1  TAAACAGCATGCGCATTCACGTTGATAGTGCACGAACAAAGCCAGTAATCATAAATGGGA 

>CG17604_r_3R2  TAAACAGCATGCGCATTCACGTTGATAGTGCACGAACAAAGCCAGTAATCATAAATGGGA 

              ************************************************************ 

 

>CG17604_p_LTR  TTATCATCAACTGTCTGGTGGACACAGGATCAGATGTGACCATAATTAAAGAAGCTATAT 

>CG17604_r_satellite ------------------------------------------------------------ 

>CG17604_r_2L  TTATCATCAACTGTCTGGTGGACACAGGATCAGATGTGACCATAATTAAAGAAGCTATAT 

>CG17604_r_2R  TTATCATCAACTGTCTGGTGGACACAGGATCAGATGTGACCATAATTAAAGAAGCTATAT 

>CG17604_r_3R1  TTATCATCAACTGTCTGGTGGACACAGGATCAGATGTGACCATAATTAAAGAAGCTATAT 

>CG17604_r_3R2  TTATCATCAACTGTCTGGTGGACACAGGATCAGATGTGACCATAATTAAAGAAGCTATAT 

             ************************************************************ 

 

>CG17604_p_LTR  TCAAGAAGATGAAAGATGTTGATTTAAACCGCACTGCAACAGTATTGCGAGGTTTGGGAA 

>CG17604_r_satellite ------------------------------------------------------------ 

>CG17604_r_2L  TCAAGAAGATGAAAGATGTTGATTTAAACCGCACTGCAACAGTATTGCGAGGTTTGGGAA 

>CG17604_r_2R  TCAAGAAGATGAAAGATGTTGATTTAAACCGCACTGCAACAGTATTGCGAGGTTTGGGAA 

>CG17604_r_3R1  TCAAGAAGATGAAAGATGTTGATTTAAACCGCACTGCAACAGTATTGCGAGGTTTGGGAA 

>CG17604_r_3R2  TCAAGAAGATGAAAGATGTTGATTTAAACCGCACTGCAACAGTATTGCGAGGTTTGGGAA 

             ************************************************************ 

 

>CG17604_p_LTR  ATGCCTCAACACAGCCGATTGGATGCTTCAGAGCATTAATCAAGACCGACCAGGTGGAAG 

>CG17604_r_satellite ------------------------------------------------------------ 

>CG17604_r_2L  ATGCCTCAACACAGCCGATTGGATGCTTCAGAGCATTAATCAAGACCGACCAGGTGGAAG 

>CG17604_r_2R  ATGCCTCAACACAGCCGATTGGATGCTTCAGAGCATTAATCAAGACCGACCAGGTGGAAG 

>CG17604_r_3R1  ATGCCTCAACACAGCCGATTGGATGCTTCAGAGCATTAATCAAGACCGACCAGGTGGAAG 

>CG17604_r_3R2  ATGCCTCAACACAGCCGATTGGATGCTTCAGAGCATTAATCAAGACCGACCAGGTGGAAG 



             ************************************************************ 

 

>CG17604_p_LTR  CAAGCCACAACGTTTTAGTCGTCCACGATTCTAAATTCAGTTGCGATGGAATAGTGGGAC 

>CG17604_r_satellite ------------------------------------------------------------ 

>CG17604_r_2L  CAAGCCACAACGTTTTAGTCGTCCACGATTCTAAATTCAGTTGCGATGGAATAGTGGGAC 

>CG17604_r_2R  CAAGCCACAACGTTTTAGTCGTCCACGATTCTAAATTCAGTTGCGATGGAATAGTGGGAC 

>CG17604_r_3R1  CAAGCCACAACGTTTTAGTCGTCCACGATTCTAAATTCAGTTGCGATGGAATAGTGGGAC 

>CG17604_r_3R2  CAAGCCACAACGTTTTAGTCGTCCACGATTCTAAATTCAGTTGCGATGGAATAGTGGGAC 

             ************************************************************ 

 

>CG17604_p_LTR  ACGATTTTATCAGCAAGTTTCGTCTTATCTGTAGTGCAGAAGGCTATACTTTTCTTGACC 

>CG17604_r_satellite ------------------------------------------------------------ 

>CG17604_r_2L  ACGATTTTATCAGCAAGTTTCGTCTTATCTGTAGTGCAGAAGGCTATACTTTTCTTGACC 

>CG17604_r_2R  ACGATTTTATCAGCAAGTTTCGTCTTATCTGTAGTGCAGAAGGCTATACTTTTCTTGACC 

>CG17604_r_3R1  ACGATTTTATCAGCAAGTTTCGTCTTATCTGTAGTGCAGAAGGCTATACTTTTCTTGACC 

>CG17604_r_3R2  ACGATTTTATCAGCAAGTTTCGTCTTATCTGTAGTGCAGAAGGCTATACTTTTCTTGACC 

             ************************************************************ 

 

>CG17604_p_LTR  TGGAAGCAGATAAAAAACAAGCGGCAAACATTTTACAATTAAGCAGCGACTTAAATGCAA 

>CG17604_r_satellite -----------------------------------------AGCAGCGACTTAAATGCAA 

>CG17604_r_2L  TGGAAGCAGATAAAAAACAAGCGGCAAACATTTTACAATTAAGCAGCGACTTAAATGCAA 

>CG17604_r_2R  TGGAAGCAGATAAAAAACAAGCGGCAAACATTTTACAATTAAGCAGCGACTTAAATGCAA 

>CG17604_r_3R1  TGGAAGCAGATAAAAAACAAGCGGCAAACATTTTACAATTAAGCAGCGACTTAAATGCAA 

>CG17604_r_3R2  TGGAAGCAGATAAAAAACAAGCGGCAAACATTTTACAATTAAGCAGCGACTTAAATGCAA 

             ************************************************************ 

 

>CG17604_p_LTR  AGATGCTTGACTGCGCCCAGCTTGAAGATCGCATTGAGCAGCTGCCAATAGAGGCCAACA 

>CG17604_r_satellite AGATGCTTGACTGCGCCCAGCTTGAAGATCGCATTGAGCAGCTGCCAATAGAGGCCAACA 

>CG17604_r_2L  AGATGCTTGACTGCGCCCAGCTTGAAGATCGCATTGAGCAGCTGCCAATAGAGGCCAACA 

>CG17604_r_2R  AGATGCTTGACTGCGCCCAGCTTGAAGATCGCATTGAGCAGCTGCCAATAGAGGCCAACA 

>CG17604_r_3R1  AGATGCTTGACTGCGCCCAGCTTGAAGATCGCATTGAGCAGCTGCCAATAGAGGCCAACA 

>CG17604_r_3R2  AGATGCTTGACTGCGCCCAGCTTGAAGATCGCATTGAGCAGCTGCCAATAGAGGCCAACA 

             ************************************************************ 

 

>CG17604_p_LTR  AAGCTTTGTCGAAACTGCAACGTGATTTAGAAGCCAGTGAATTGCAGTTCGTGGATCAGC 

>CG17604_r_satellite AAGCTTTGTCGAAACTGCAACGTGATTTAGAAGCCAGTGAATTGCAGTTCGTGGATCAGC 

>CG17604_r_2L  AAGCTTTGTCGAAACTGCAACGTGATTTAGAAGCCAGTGAATTGCAGTTCGTGGATCAGC 

>CG17604_r_2R  AAGCTTTGTCGAAACTGCAACGTGATTTAGAAGCCAGTGAATTGCAGTTCGTGGATCAGC 

>CG17604_r_3R1  AAGCTTTGTCGAAACTGCAACGTGATTTAGAAGCCAGTGAATTGCAGTTCGTGGATCAGC 

>CG17604_r_3R2  AAGCTTTGTCGAAACTGCAACGTGATTTAGAAGCCAGTGAATTGCAGTTCGTGGATCAGC 

             ************************************************************ 

                                                         

>CG17604_p_LTR  AACGATTGACTGATCAGGCAACGAGGGAACTCGAACTTGTTCGCAATGAGATAAATACGT 

>CG17604_r_satellite AACGATTGACTGATCAGGCAACGAGGGAACTCGAACTTGTTCGCAATGAGATAAATACGT 



>CG17604_r_2L  AACGATTGACTGATCAGGCAACGAGGGAACTCGAACTTGTTCGCAATGAGATAAATACGT 

>CG17604_r_2R  AACGATTGACTGATCAGGCAACGAGGGAACTCGAACTTGTTCGCAATGAGATAAATTCGT 

>CG17604_r_3R1  AACGATTGACTGATCAGGCAACGAGGGAACTCGAACTTGTTCGCAATGAGATAAATACGT 

>CG17604_r_3R2  AACGATTGACTGATCAGGCAACGAGGGAACTCGAACTTGTTCGCAATGAGATAAATACGT 

             ************************************************************ 

 

>CG17604_p_LTR  TTAAGACTCTTATTGAGGAAAAGGAAAGAAGACATGTTTCCCTAAGTGATGAACTAACTC 

>CG17604_r_satellite TTAAGACTCTTATTGAGGAAAAGGAAAGAAGACATGTTTCCCTAAGTGATGAACTAACTC 

>CG17604_r_2L  TTAAGACTCTTATTGAGGAAAAGGAAAGAAGACATGTTTCCCTAAGTGATGAACTAACTC 

>CG17604_r_2R  TTAAGACTCTTATTGAGGAAAAGGAAAGAAGACATGTTTCCCTAAGTGATGAACTAACTC 

>CG17604_r_3R1  TTAAGACTCTTATTGAGGAAAAGGAAAGAAGACATGTTTCCCTAAGTGATGAACTAACTC 

>CG17604_r_3R2  TTAAGACTCTTATTGAGGAAAAGGAAAGAAGACATGTTTCCCTAAGTGATGAACTAACTC 

             ************************************************************ 

 

>CG17604_p_LTR  AAATGACGGAGAGATTGAGCGAGCTCGCTGATATCAACGAAAGTTATATCAATGAGTTGA 

>CG17604_r_satellite AAATGACGGAGAGATTGAGCGAGCTCGCTGATATCAACGAAAGTTATATCAATGAGTTGA 

>CG17604_r_2L  AAATGACGGAGAGATTGAGCGAGCTCGCTGATATCAACGAAAGTTATATCAATGAGTTGA 

>CG17604_r_2R  AAATGACGGAGAGATTGAGCGAGCTCGCTGATATCAACGAAAGTTATATCAATGAGTTGA 

>CG17604_r_3R1  AAATGACGGAGAGATTGAGCGAGCTCGCTGATATCAACGAAAGTTATATCAATGAGTTGA 

>CG17604_r_3R2  AAATGACGGAGAGATTGAGCGAGCTCGCTGATATCAACGAAAGTTATATCAATGAGTTGA 

             ************************************************************ 

 

>CG17604_p_LTR  CTGAAACAAAATTGAAGCACTCCCAGGAAATAAAAGATCAAGCAGATGCCTACGAGATTG 

>CG17604_r_satellite CTGAAACAAAATTGAAGCACTCCCAGGAAATAAAAGATCAAGCAGATGCCTACGAGATTG 

>CG17604_r_2L  CTGAAACAAAATTGAAGCACTCCCAGGAAATAAAAGATCAAGCAGATGCCTACGAGATTG 

>CG17604_r_2R  CTGAAACAAAATTGAAGCACTCCCAGGAAATAAAAGATCAAGCAGATGCCTACGAGATTG 

>CG17604_r_3R1  CTGAAACAAAATTGAAGCACTCCCAGGAAATAAAAGATCAAGCAGATGCCTACGAGATTG 

>CG17604_r_3R2  CTGAAACAAAATTGAAGCACTCCCAGGAAATAAAAGATCAAGCAGATGCCTACGAGATTG 

             ************************************************************ 

 

>CG17604_p_LTR  TTGTTCAAGAGTTAAAAGAGAGCTTGAACAAGGCTTCAGTTGATTTTACTCAGCTAAAAA 

>CG17604_r_satellite TTGTTCAAGAGTTAAAAGAGAGCTTGAACAAGGCTTCAGTTGATTTTACTCAGCTAAAAA 

>CG17604_r_2L  TTGTTCAAGAGTTAAAAGAGAGCTTGAACAAGGCTTCAGTTGATTTTACTCAGCTAAAAA 

>CG17604_r_2R  TTGTTCAAGAGTTAAAAGAGAGCTTGAACAAGGCTTCAGTTGATTTTACTCAGCTAAAAA 

>CG17604_r_3R1  TTGTTCAAGAGTTAAAAGAGAGCTTGAACAAGGCTTCAGTTGATTTTACTCAGCTAAAAA 

>CG17604_r_3R2  TTGTTCAAGAGTTAAAAGAGAGCTTGAACAAGGCTTCAGTTGATTTTACTCAGCTAAAAA 

             ************************************************************ 

 

>CG17604_p_LTR  GCAACAGTGAGAAGCTACACAAAGAAACCCTTCTGCAGGTCTCCGAACTGCAGGAAAAAC 

>CG17604_r_satellite GCAACAGTGAGAAGCTACACAAAGAAACCCTTCTGCAGGTCTCCGAACTGCAGGAAAAAC 

>CG17604_r_2L  GCAACAGTGAGAAGCTACACAAAGAAACCCTTCTGCAGGTCTCCGAACTGCAGGAAAAAC 

>CG17604_r_2R  GCAACAGTGAGAAGCTACACAAAGAAACCCTTCTGCAGGTCTCCGAACTGCAGGAAAAAC 

>CG17604_r_3R1  GCAACAGTGAGAAGCTACACAAAGAAACCCTTCTGCAGGTCTCCGAACTGCAGGAAAAAC 

>CG17604_r_3R2  GCAACAGTGAGAAGCTACACAAAGAAACCCTTCTGCAGGTCTCCGAACTGCAGGAAAAAC 



             ************************************************************ 

 

>CG17604_p_LTR  TTATAGAAATGGTGTCCCATCGCAGCAATCAGGAAGAGCTAATAAAGCGTCTTGGTAATG 

>CG17604_r_satellite TTATAGAAATGGTGTCCCATCGCAGCAATCAGGAAGAGCTAATAAAGCGTCTTGGTAATG 

>CG17604_r_2L  TTATAGAAATGGTGTCCCATCGCAGCAATCAGGAAGAGCTAATAAAGCGTCTTGGTAATG 

>CG17604_r_2R  TTATAGAAATGGTGTCCCATCGCAGCAATCAGGAAGAGCTAATAAAGCGTCTTGGTAATG 

>CG17604_r_3R1  TTATAGAAATGGTGTCCCATCGCAGCAATCAGGAAGAGCTAATAAAGCGTCTTGGTAATG 

>CG17604_r_3R2  TTATAGAAATGGTGTCCCATCGCAGCAATCAGGAAGAGCTAATAAAGCGTCTTGGTAATG 

              ************************************************************ 

 

>CG17604_p_LTR  AAATTCAAGAAAAAACTCATAATTTTGAAGAAGAACTCAAAAGGCAACAGGAGCAGCTTG 

>CG17604_r_satellite AAATTCAAGAAAAAACTCATAATTTTGAAGAAGAACTCAAAAGGCAACAGGAGCAGCTTG 

>CG17604_r_2L  AAATTCAAGAAAAAACTCATAATTTTGAAGAAGAACTCAAAAGGCAACAGGAGCAGCTTG 

>CG17604_r_2R  AAATTCAAGAAAAAACTCATAATTTTGAAGAAGAACTCAAAAGGCAACAGGAGCAGCTTG 

>CG17604_r_3R1  AAATTCAAGAAAAAACTCATAATTTTGAAGAAGAACTCAAAAGGCAACAGGAGCAGCTTG 

>CG17604_r_3R2  AAATTCAAGAAAAAACTCATAATTTTGAAGAAGAACTCAAAAGGCAACAGGAGCAGCTTG 

             ************************************************************ 

 

>CG17604_p_LTR  CTAATCAAATGCAGATGAAGGCCACTGAAGTTGAGAGCGAAAATAAGCGAAACGCTGTTG 

>CG17604_r_satellite CTAATCAAATGCAGACGAAGGCCACTGAAGTTGAGAGCGAAAATAAGCGAAACGCTGTTG 

>CG17604_r_2L  CTAATCAAATGCAGACGAAGGCCACTGAAGTTGAGAGCGAAAATAAGCGAAACGCTGTTG 

>CG17604_r_2R  CTAATCAAATGCAGACGAAGGCCACTGAAGTTGAGAGCGAAAATAAGCGAAACGCTGTTG 

>CG17604_r_3R1  CTAATCAAATGCAGACGAAGGCCACTGAAGTTGAGAGCGAAAATAAGCGAAACGCTGTTG 

>CG17604_r_3R2  CTAATCAAATGCAGACGAAGGCCACTGAAGTTGAGAGCGAAAATAAGCGAAACGCTGTTG 

             ***************1******************************************** 

 

>CG17604_p_LTR  AAATACAAAAAAGTTAAATTTAGCGAGGAATTACAGTCTCAGAAAGATAACCTAATGAAA 

>CG17604_r_satellite AAATAC-AAAAAGTTAAATTTAGCGAGGAATTACAGTCTCAGAAAGATAACCTAATGAAA 

>CG17604_r_2L  AAATAC-AAAAAGTTAAATTTAGCGAGGAATTACAGTCTCAGAAAGATAACCTAATGAAA 

>CG17604_r_2R  AAATAC-AAAAAGTTAAATTTAGCGAGGAATTACAGTCTCAGAAAGATAACCTAATGAAA 

>CG17604_r_3R1  AAATAC-AAAAAGTTAAATTTAGCGAGGAATTACAGTCTCAGAAAGATAACCTAATGAAA 

>CG17604_r_3R2  AAATAC-AAAAAGTTAAATTTAGCGAGGAATTACAGTCTCAGAAAGATAACCTAATGAAA 

             ******2***************************************************** 

 

>CG17604_p_LTR  AAGGTATCCGAATTGGAGCTTGAAATTAAAAGAAAAGAAACCGAATTGATTGAACTTGAG 

>CG17604_r_satellite AAGGTATCCGAATTGGAGCTTGAAATTAAAAGAAAGGAAACCGAATTGATTGAACTTGAG 

>CG17604_r_2L  AAGGTATCCGAATTGGAGCTTGAAATTAAAAGAAAGGAAACCGAATTGATTGAACTTGAG 

>CG17604_r_2R  AAGGTATCCGAATTGGAGCTTGAAATTAAAAGAAAGGAAACCGAATTGATTGAACTTGAG 

>CG17604_r_3R1  AAGGTATCCGAATTGGAGCTTGAAATTAAAAGAAAGGAAACCGAATTGATTGAACTTGAG 

>CG17604_r_3R2  AAGGTATCCGAATTGGAGCTTGAAATTAAAAGAAAGGAAACCGAATTGATTGAACTTGAG 

              ***********************************3************************ 

 

 

>CG17604_p_LTR  CGTGAAAAGAACAATGAAATGGCTGTGCTACAATTTAAAATGAATCGAATTAACTGCCTG 



>CG17604_r_satellite CGCGAAAAGAACAATGAAATGGCTGTGCTACAATTTAAAATGAATCGAATTAATTGCCTG 

>CG17604_r_2L  CGCGAAAAGAACAATGAAATGGCTGTGCTACAATTTAAAATGAATCGAATTAATTGCCTG 

>CG17604_r_2R  CGCGAAAAGAACAATGAAATGGCTGTGCTACAATTTAAAATGAATCGAATTAATTGCCTG 

>CG17604_r_3R1  CGCGAAAAGAACAATGAAATGGCTGTGCTACAATTTAAAATGAATCGAATTAATTGCCTG 

>CG17604_r_3R2  CGCGAAAAGAACAATGAAATGGCTGTGCTACAATTTAAAATGAATCGAATTAATTGCCTG 

             **4**************************************************5****** 

 

>CG17604_p_LTR  ATCGACCAACCAGTGACCACAATTAAACAGCTAAAAGATTCCAAAGGGCCAACCAGAACT 

>CG17604_r_satellite ATCGACCAACCAGTGACCACAATTAAACAGCTAAAAGATTCCAAAGGGCCAACCAGAACT 

>CG17604_r_2L  ATCGACCAACCAGTGACCACAATTAAACAGCTAAAAGATTCCAAAGGGCCAACCAGAACT 

>CG17604_r_2R  ATCGACCAACCAGTGACCACAATTAAACAGCTAAAAGATTCCAAAGGGCCAACCAGAACT 

>CG17604_r_3R1  ATCGACCAACCAGTGACCACAATTAAACAGCTAAAAGATTCCAAAGGGCCAACCAGAACT 

>CG17604_r_3R2  ATCAACCAACCAGTGACCACAATTAAACAGCTAAAAGATTCCAAAGGGCCAACCAGAACT 

             ************************************************************ 

 

>CG17604_p_LTR  GAGAGCATTCCTACTAAGGTGCAACCGGAAAATACAGACCTATTGTCATCCGGGTCGGAT 

>CG17604_r_satellite GAGAGCATTCCTACTAAGGTGCA-GCCGAAAATGCAGACCTATTGTCATCCGGGTCGGAT 

>CG17604_r_2L  GAGAGCATTCCTACTAAGGTGCA-GCCGAAAATGCAGACCTATTGTCATCCGGGTCGGAT 

>CG17604_r_2R  GAGAGCATTCCTACTAAGGTGCA-GCCGAAAATGCAGACCTATTGTCATCCGGGTCGGAT 

>CG17604_r_3R1  GAGAGCATTCCTACTAAGGTGCA-GCCGAAAATGCAGACCTATTGTCATCCGGGTCGGAT 

>CG17604_r_3R2  GAGAGCATTCCTACTAAGGTGCA-GCCGAAAATGCAGACCTATTGTCATCCGGGTCGGAT 

              ***********************67********8************************** 

 

>CG17604_p_LTR  GATGATGATCAGGAGGGCCGAATGTAACATGGAGTAAGGCTGAAGGCTGGCAACAACCCG 

>CG17604_r_satellite GATGATGATCAGGAGGGCCGAATGTAACATGGAGTAAGGCTGAAGGCTGGCAACAACCCG 

>CG17604_r_2L  GATGATGATCAGGAGGGCCGAATGTAACATGGAGTAAGGCTGAAGGCTGGCAACAACCCG 

>CG17604_r_2R  GATGATGATCAGGAGGGCCGAATGTAACATGGAGTAAGGCTGAAGGCTGGCAACAACCCG 

>CG17604_r_3R1  GATGATGATCAGGAGGGCCGAATGTAACATGGAGTAAGGCTGAAGGCTGGCAACAACCCG 

>CG17604_r_3R2  GATGATGATCAGGAGGGCCGAATGTAACATGGAGTAAGGCTGAAGGCTGGCAACAACCCG 

             ************************************************************ 

 

>CG17604_p_LTR  GTTGGCAGCGCTGTTGAGCAGCAACATGATTGTCGGAAATCGAAGTTATCGACAATCAGT 

>CG17604_r_satellite GTTGGCAGCGCTGTTGAGCAGCAACATGATTGTCGGAAATCGAAGTTATCGACAATCAGT 

>CG17604_r_2L  GTTGGCAGCGCTGTTGAGCAGCAACATGATTGTCGGAAATCGAAGTTATCGACAATCAGT 

>CG17604_r_2R  GTTGGCAGCGCTGTTGAGCAGCAACATGATTGTCGGAAATCGAAGTTATCGACAATCAGT 

>CG17604_r_3R1  GTTGGCAGCGCTGTTGAGCAGCAACATGATTGTCGGAAATCGAAGTTATCGACAATCAGT 

>CG17604_r_3R2  GTTGGCAGCGCTGTTGAGCAGCAACATGATTGTCGGAAATCGAAGTTATCGACAATCAGT 

             ************************************************************ 

 

>CG17604_p_LTR  CATCGAAGGAACGATCGCAAGGCAGCAGTGGAGTCGAGTGGAAGTCAGCGTTGCAGTCAG 

>CG17604_r_satellite CATCGAAGGAACGATCGCAAGGCAGCAGTGGAGTCGAGTGGAAGTCAGCGTTGCAGTCAG 

>CG17604_r_2L  CATCGAAGGAACGATCGCAAGGCAGCAGTGG---------------------------AG 

>CG17604_r_2R  CATCGAAGGAACGATCGCAAGGCAGCAGTGG---------------------------AG 

>CG17604_r_3R1  CATCGAAGGAACGATCGCAAGGCAGCAGTGGAGTCGAGTGGAAGTCAGCGTTGCAGTCAG 



>CG17604_r_3R2  CATCGAAGGAACGATCGCAAGGCAGCAGTGGAGTCGAGTGGAAGTCAGCGTTGCAGTCAG 

             ************************************************************ 

 

>CG17604_p_LTR  TCGAGTTCTCAGCAGCAGTCGTTCGGTCACAAACTAAGAATACTTTATATAATTACCGCA 

>CG17604_r_satellite TCGAGTTCTCAGCAGCAGTCGTTCGGTCACAAACTAAGAATACTTTATATAATTACCGCA 

>CG17604_r_2L  TCGAGTTCTCAGCAGCAGTCGTTCGGTCACAAACTAAGAATACTTTATATAATTACCGCA 

>CG17604_r_2R  TCGAGTGGAAGTCAGCG------------------------------------------- 

>CG17604_r_3R1  TCGAGTTCTCAGCAGCAGTCGTTCGGTCACAAACTAAGAATACTTTATATAATTACCGCA 

>CG17604_r_3R2  TCGAGTTCTCAGCAGCAGTCGTTCGGTCACAAACTAAGAATACTTTATATAATTACCGCA 

             ************************************************************ 

 

>CG17604_p_LTR  TTTAGAATTAAACTAATAATTAAATTAATAATAAACAATAATAATAAACAATCTTACA 

>CG17604_r_satellite TTTAGAATTAAACTAATAATTAAATTAATAATAAACAATAATAATAAACAATCTTAC- 

>CG17604_r_2L  TTTAGAATTAAACTAATAATTAAATTAATAATAAACAATAATAATAAACAATCTTAC- 

>CG17604_r_2R  ---------------------------------------------------------- 

>CG17604_r_3R1  TTTAGAATTAAACTAATAATTAAATTAATAATAAACAATAATAATAAACAATCTTACA 

>CG17604_r_3R2  TTTAGAATTAAACTAATAATTAAATTAATAATAAACAATAATAATAAACAATCTTACA 

             ********************************************************** 

                                                    




