
 

>CG10212_p_LTR TGTAACATG-AGTAAGGCTGAAGGCTGGCAACAACCCGGTTGGCAGCGCTGTTGAGCAGC

>CG10212_r_2L TGTAACATGGAGTAAGGCTGAAGGCTGGCAACAACCCGGTTGGCAGCGCTGTTGAGCAGC

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

>CG10212_p_LTR AACATGATTGTCGGAAATCCAAGTTATCGACAATCAGTCATCGAAGGA-CGATCGCA-GG

>CG10212_r_2L AACATGATTGTCGGAAATCGAAGTTATCGACAATCAGTCATCGAAGGAACGATCGCAAGG

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

>CG10212_p_LTR CAGCAGTAGAGGCGAGTGGAAGTCAGCGTTGCAGTCAGTCGAGTTCTCAGCAGCAGTCGT

>CG10212_r_2L CAGCAGGAGAGTCGAGTGGAAGTCAGCGTTGCAGTCAGTCGAGTTCTCAGCAGCAGTCGT

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

>CG10212_p_LTR TCGGTCCACAAACTAAGAAATACTTTATATAATTACCGCATTTAGAATTAAACTAATAAT

>CG10212_r_2L TCGGT-CACAAACTAAG-AATACTTTATATAATTACCGCATTTAGAATTAAACTAATAAT

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

>CG10212_p_LTR TAAATTAATAATAAACAATAATAATAAACAATCTTACATGGGGGCTCGTCCAGTCCTAAA

>CG10212_r_2L TAAATTAATAATAAACAATAATAATAAACAATCTTACATGGGGGCTCGTCCAGTCCTAAA

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

>CG10212_p_LTR TCGGTTATATGAAGGTGCAGTTGTTTAAAGAAAAAAGACATTGTTGTGTGCGTGGGTATA

>CG10212_r_2L TCGGTTATATGAAGGTGCAGTTGTTTAAAGAAAAAAGACATTGTTGTGTGCGTGGGTATA

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

>CG10212_p_LTR GTCTTTAAAACGTTGTAAAGTTGTGGCTATATCTATTGCATTTAAAGTTGGAAAAATCAG

>CG10212_r_2L GTCTTTAAAA-GTTGTAAAGTTGTGGCTATATCTATTGCATTTAAAGTTGGAAAAATCAG

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

>CG10212_p_LTR TTGTACAGATTTTGTTTGAACACAAGTCGGTAAAAGTCGGGAAAGCTGCTAGAGAGAACT

>CG10212_r_2L TTGTACAGATTTTGTTTGAACACAAGTCGGTAAAAGTCGGGAAAGCTGCTAGAGAGAACT

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

Sanger sequencing results of CG10212_r, CG33957_r and CG4799_CG11924_r.
The information about locations and primers can be found in Supplemental Table 6. 
The ‘p_LTR’ sequence is artificially constructed on the basis of the parental gene and 
LTR retrotransposon sequences encoded in the iso-1 genome.
Sequence alignment
The alignment is color-coded as follows:
5’ and 3’ LTR retrotransposon repeat zone
Coding region of LTR retrotransposon BLASTOPIA
Microsimilarity shared by LTR retrotransposon and retrocopy
Retrocopy



 

>CG10212_p_LTR  GATAAAGTTGAAATTGTCGTGTGCGTGGATTTAGTCTTTAAAGTTGTAAAGTTATGGCTA 

>CG10212_r_2L   GATAAAGTTGAAATTGTCGTGTGCGTGGATTTAGTCTTTAAAGTTGTAAAGTTATGGCTA 

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

 

>CG10212_p_LTR  CGTCTACTGCATTGAAAGTTGAAAAAATCGATTGAACTCATACAGACTCAAGTCGTTTTG 

>CG10212_r_2L   CGTCTACTGCATTGAAAGTTGAAAAAATCGATTGAACTCATACAGACTCAAGTCGTTTTG 

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

 

>CG10212_p_LTR  CTGTTGTGGAATTTAAAACAATTAAATTGCAAAGGTGGTGAAATTCGTTTCTAACGAAAA 

>CG10212_r_2L   CTGTTGTGGAATTTAAAACAATTAAATTGCAAAGGTGGTGAAATTCGTTTCTAACGAAAA 

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

 

>CG10212_p_LTR  TCAAAATTTGTCTTTTAACCGGTGGCGCCGTCTGCAAAATCGACTACCGTCGCGCCGTTA 

>CG10212_r_2L   TCAAAATTTGTCTTTTAACCGGTGGCGCCGTCTGCAAAATCGACTACCGTCGCGCCGTTA 

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

 

>CG10212_p_LTR  GAACATTGTCGTTGTTTGCTGGTGTTAGTGCCTTGTCGCGGAATGTTCACACGTACACCA 

>CG10212_r_2L   GAACATTGTCGTTGTTTGCTGGTGTTAGTGCCTTGTCGCGGAATGTTCACACGTACACCA 

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

 

>CG10212_p_LTR  CCTACAAATAAAAAACTTAACACCGACCAAATACAAGCAATTCTAGAGAACGAAAGCGAG 

>CG10212_r_2L   CCTACAAATAAAAAACTTAACACCGACCAA------------------------------ 

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

 

>CG10212_p_LTR  GACGAAAGCAGAAAAGAAAAAATGAACGAAGAAGATCAAAAGTTGGCGCCTGTAGGAGAA 

>CG10212_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG10212_p_LTR  GCAGAGGCAAAGAAGCAGAATAAAGACGCTAGTGCTAAAGTCGAAGAGAAATTTGAACAA 

>CG10212_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG10212_p_LTR  ATGATGAATACTCTAACCCAGAGCATGTTGGCAAAATCTAAACAAGAGGGGCAAGTAATT 

>CG10212_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG10212_p_LTR  ATCGCTGCAGAAAAATTTGAAAAAGTTGTAAGTGACTGTGATGGCAAATCAATTCCTATT 

>CG10212_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG10212_p_LTR  AAAAAATGGTTTGAAATTTTTGAGAAAAATGCCGAGGCATATGAACTTTCGGAGAAACAA 

>CG10212_r_2L   ------------------------------------------------------------ 

                                                                                 



 

>CG10212_p_LTR  AAATATGTTCAAGCCAGAAGTAAGATGATTGGATCAGCAGAACTTTTCTTAGAATCTGAA 

>CG10212_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG10212_p_LTR  TGTGTCAGTGGATACACTGAACTCAAAGAGTTACTAATTGAAGAATTTTCAGGCAGCTAT 

>CG10212_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG10212_p_LTR  AATAGCGCCGTTATTCACAAAAAGTTGCAAGACAGGAAGAAGAAGAGGGAGGAAACTCTA 

>CG10212_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG10212_p_LTR  CACGACTATTTGTTACAAATGAAGAAAATAGCAGCCTTAGGTGAAGTTGAAACAGTTGCT 

>CG10212_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG10212_p_LTR  TTGATAACTCATATCGTAAACGGCCTCGACATTAAAAAGGAGTATAAGGGTGCTATGCTC 

>CG10212_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG10212_p_LTR  CGTTGTAAAACTCTTAAGGAATTAAAGCAAGAATTCGAAATCTACGAGAGTCTGAATATT 

>CG10212_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG10212_p_LTR  GTTGACAAGCCGAATATTCAACCAAAACCAAAGCAAATTACACAAGGTGTAAAAGCAGAT 

>CG10212_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG10212_p_LTR  CACTGCTTCAACTGTGGTTCGAGGGAACACAAACGAAAGGATTGTACACTTCCTACCAAA 

>CG10212_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG10212_p_LTR  TGTTTCAGCTGTAATCAAGAGGGCCATATCTCAAGCAAGTGTCCGGAAAAAGTAAACAGC 

>CG10212_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG10212_p_LTR  ATGCGCATTCACGTTGATAGTGCACGAACAAAGCCAGTAATCATAAATGGGATTATCATC 

>CG10212_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG10212_p_LTR  AACTGTCTGGTGGACACAGGATCAGATGTGACCATAATTAAAGAAGCTATATTCAAGAAG 

>CG10212_r_2L   ------------------------------------------------------------ 

                                                                                 



 

>CG10212_p_LTR  ATGAAAGATGTTGATTTAAACCGCACTGCAACAGTAYTGCGAGGTTTGGGAAATGCCTCA 

>CG10212_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG10212_p_LTR  ACACAGCCGATTGGATGCTTCAGAGCATTAATCAAGACCGACCAGGTGGAAGCAAGCCAC 

>CG10212_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG10212_p_LTR  AACGTTTTAGTCGTCCACGATTCTAAATTCAGTTGCGATGGAATAGTGGGACACGATTTT 

>CG10212_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG10212_p_LTR  ATCAGCAAGTTTCGTCTTATCTGTAGTGCAGAAGGCTATACTTTTCTTGACCTGGAAGCA 

>CG10212_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG10212_p_LTR  GATAAAAAACAAGCGATCAGCTACGACCCCCGTATTAATTGTCGTTCTGTGACTTTGGAA 

>CG10212_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG10212_p_LTR  GGAGATGTCGTCGATCCCCATGGCACAGTGTCTGGAGGTGCTGCTCCTAAAGGTGCTAAC 

>CG10212_r_2L   -----------------------------GTCTGGAGGTGCTGCTCCT-AAGGTGCTAAC 

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

 

>CG10212_p_LTR  GTTCTAGAAGAATTGCACGCAATTAAGCAAATAGAAAAGGAGTACAGGGAGATCGACTCT 

>CG10212_r_2L   GTTCTAGAAGAATTGCACGCAATTAAGCAAATAGAAAAGGAGTACAGGGAGATCGACTCT 

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

 

>CG10212_p_LTR  GAGATAGCCCAAGTGGAAAAGCAAATTGCATCCATTGAAAACCAGGCCCTCGCGTTCAAC 

>CG10212_r_2L   GAGATAGCCCAAGTGGAAAAGCAAATTGCATCCATTGAAAACCAGGCCCTCGCGTTCAAC 

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

 

>CG10212_p_LTR  AAAATGAAGGAAAATCTTGACTTGCGACAGCACGAGCTAACCATGTGCGAGAACAGGTTG 

>CG10212_r_2L   AAAATGAAGGAAAATCTTGACTTGCGACAGCACGAGCTAACCATGTGCGAGAACAGGTTG 

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

 

>CG10212_p_LTR  GCCCAAACAACCTTTCAACAGAATCAGGCTGAAATTGAAGAAATGAGGGAAAGGGTCAAG 

>CG10212_r_2L   GCCCAAACAACCTTTCAACAGAATCAGGCTGAAATTGAAGAAATGAGGGAAAGGGTCAAG 

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

 

>CG10212_p_LTR  ACCCTAGAGCAGCAAATAATTGACTCCCGTGAAAAGCAGAAGACCTCGCAAGCCAAAATA 

>CG10212_r_2L   ACCCTAGAGCAGCAAATAATTGACTCCCGTGAAAAGCAGAAGACCTCGCAAGCCAAAATA 

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



 

>CG10212_p_LTR  GTGGATATCGAGGCGAAGTTGGCAGATGCAAAGGGTTATCGCGAGCGAGAGCTGAATGCA 

>CG10212_r_2L   GTGGATATCGAGGCGAAGTTGGCAGATGCAAAGGGTTATCGCGAGCGAGAGCTGAATGCA 

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

 

>CG10212_p_LTR  GCCACCAACGAGATCAAGGTGACCAAGCAAAGGGCGGAGAAATCTCGTGCGAACTGGAAA 

>CG10212_r_2L   GCCACCAACGAGATCAAGGTGACCAAGCAAAGGGCGGAGAAATCTCGTGCGAACTGGAAA 

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

 

>CG10212_p_LTR  AAGCGAGAGCAGGAGTTCGAAACTCTTCAATTGGAAATTACTGAGCTGCAGAAAAGTATC 

>CG10212_r_2L   AAGCGAGAGCAGGAGTTCGAAACTCTTCAATTGGAAATTACTGAGCTGCAGAAAAGTATC 

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

 

>CG10212_p_LTR  GAAACTGCAAAGAAGCAGCACCAGGAAATGATTGATAACCTCGAAAAGTTTAAGGCCGAG 

>CG10212_r_2L   GAAACTGCAAAGAAGCAGCACCAGGAAATGATTGATAACCTCGAAAAGTTTAAGGCCGAG 

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

 

>CG10212_p_LTR  CTAGACGCTCTGAAAGTAAATAGCTCCAGTGCCGCGTCCGAGGTGACGGAGCTCGAACAG 

>CG10212_r_2L   CTAGACGCTCTGAAAGTAAATAGCTCCAGTGCCGCGTCCGAGGTGACGGAGCTCGAACAG 

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

 

>CG10212_p_LTR  GCGATTAAGGAGCAGAAAGATAAACTGAGAGATCAGAACAAGGAGATGCGAAATCAGTTG 

>CG10212_r_2L   GCGATTAAGGAGCAGAAAGATAAACTGAGAGATCAGAACAAGGAGATGCGAAATCAGTTG 

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

 

>CG10212_p_LTR  GTCAAGAAGGAGAAAATGTTGAAGGAAAATCAGGAGATTGAGCTGGAGGTGAAGAAAAAA 

>CG10212_r_2L   GTCAAGAAGGAGAAAATGTTGAAGGAAAATCAGGAGATTGAGCTGGAGGTGAAGAAAAAA 

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

 

>CG10212_p_LTR  GAGAACGAACAAAAAAAGATCAGTTCGGATGCCAAAGAGGCAAAGAAACGGATGGAAGCC 

>CG10212_r_2L   GAGAACGAACAAAAAAAGATCAGTTCGGATGCCAAAGAGGCAAAGAAACGGATGGAAGCC 

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

 

>CG10212_p_LTR  CTTGAGGCAAAGTATCCGTGGATTCCGGAGGAGAAGAACTGCTTTGGCATGAAGAATACT 

>CG10212_r_2L   CTTGAGGCAAAGTATCCGTGGATTCCGGAGGAGAAGAACTGCTTTGGCATGAAGAATACT 

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

 

>CG10212_p_LTR  CGGTACGATTACAGCAAGGAGGACCCCCACGAAGCAGGCAACAAGCTGGCAAAGATGCAG 

>CG10212_r_2L   CGGTACGATTACAGCAAGGAGGACCCCCACGAAGCAGGCAACAAGCTGGCAAAGATGCAG 

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

 

>CG10212_p_LTR  GAGAAAAAGGACAAAATGGAACGCACTCTCAACATGAACGCTATCATGGTGCTGGATCGC 

>CG10212_r_2L   GAGAAAAAGGACAAAATGGAACGCACTCTCAACATGAACGCTATCATGGTGCTGGATCGC 

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



 

>CG10212_p_LTR  GAGGAAGAGAACTTCAAGGAGACCGAGCGCCGGCGAAACATTGTGGCGATGGACAAGGAG 

>CG10212_r_2L   GAGGAAGAGAACTTCAAGGAGACCGAGCCTTGGCGAAACATTGTGGCGATGGACAAGGAG 

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

 

>CG10212_p_LTR  AAGATTAAGAAAATCATAGTGAAGATGGACGAAGAAGAGCAGGATCAGCTGAACAAAGCC 

>CG10212_r_2L   AAGATTAAGAAAATCATAGTGAAAATGGACGAAGAAGAGCAGGATCAGCTGAACAAAGCC 

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

 

>CG10212_p_LTR  GCTACCGAGGTGAACACGAACTTCAGTGGGATCTTTAGCTCCCTTTTACCGGGTGCTGAA 

>CG10212_r_2L   GCTACCGAG--------------------------------------------------- 

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

 

>CG10212_p_LTR  GCGAAACTCAATCCCGTCCATACCAATGGCTGTCTGACCGGTTTGGAGATTAAAGTCGGC 

>CG10212_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG10212_p_LTR  TTCAATGGCATATGGAAGTACATAGCCGAAAATGCAGACCTATTGTCATCCGGGTCGGAT 

>CG10212_r_2L   ---------------------------------------------------------GAT 

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

 

>CG10212_p_LTR  GATGATGATCAGGAGGGCCGAATGTAACATGGAGTAAGGCTGAAGGCTGGCAACAACCCG 

>CG10212_r_2L   GATGATGATCAGGAGGGCCGAATGTAACATGGAGTAAGGCTGAAGGCTGGCAACAACCCG 

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

 

>CG10212_p_LTR  GTTGGCAGCGCTGTTGAGCAGCAACATGATTGTCGGAAATCGAAGTTATCGACAATCAGT 

>CG10212_r_2L   GTTGGCAGCGCTGTTGAGCAGCAACATGATTGTCGGAAATCGAAGTTATCGACAATCAGT 

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

 

>CG10212_p_LTR  CATCGAAGGAACGATCGCAAGGCAGCAGTGGAGTCGAGTGGAAGTCAGCGTTGCAGTCAG 

>CG10212_r_2L   CATCGAAGGAACGATCGCAAGGCAGCAGGAGAGTCGAGTGGAAGTCAGCGTTGCAGTCAG 

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

 

>CG10212_p_LTR  TCGAGTTCTCAGCAGCAGTCGTTCGGTCACAAACTAAGAATACTTTATATAATTACCGCA 

>CG10212_r_2L   TCGAGTTCTCAGCAGCAGTCGTTCGGTCACAAACTAAGAATACTTTATATAATTACCGCA 

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

 

>CG10212_p_LTR  TTTAGAATTAAACTAATAATTAAATTAATAATAAACAATAATAATAAACAATCTTACA 

>CG10212_r_2L   TTTAGAATTAAACTAATAATTAAATTAATAATAAACAATAATAATAAACAATCTTACA 

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



>CG33957_p_LTR  TGTAACAT-GAGTAAGGCTGAAGGCTGGCAACAACCCGGTTGGCAGCGCTGTTGAGCAGC 

>CG33957_r_2L   TGTAACATGGAGTAAGGCTGAAGGCTGGCAACAACCCGGTTGGCAGCGCTGTTGAGCAGC 

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

 

>CG33957_p_LTR  AACATGATTGTCGGAAATCCAAGTTATCGACAATCAGTCATCGAAGG-ACGATCGC-AGG 

>CG33957_r_2L   AACATGATTGTCGGAAATCGAAGTTATCGACAATCAGTCATCGAAGGAACGATCGCAAGG 

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

 

>CG33957_p_LTR  CAGCAGTAGAGGCGAGTGGAAGTCAGCGTTGCAGTCAGTCGAGTTCTCAGCAGCAGTCGT 

>CG33957_r_2L   CAGCAGTGGAGTCGAGTGGAAGTCAGCGTTGCAGGCAGTCGAGTTCTCAGCAGCAGTCGT 

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

 

>CG33957_p_LTR  TCGGTCCACAAACTAAGAAATACTTTATATAATTACCGCATTTAGAATTAAACTAATAAT 

>CG33957_r_2L   TCGGT-CACAAACTAAG-AATACTTTACATAATTACCGCATTTAGAATTAAACTAATAAT 

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

 

>CG33957_p_LTR  TAAATTAATAATAAACAATAATAATAAACAATCTTACATGGGGGCTCGTCCAGTCCTAAA 

>CG33957_r_2L   TAAATTAATAATAAACAATAATAATAAACAATCTTACATGGGGGCTCGTCCAGTCCTAAA 

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

 

>CG33957_p_LTR  TCGGTTATATGAAGGTGCAGTTGTTTAAAGAAAAAAGACATTGTTGTGTGCGTGGGTATA 

>CG33957_r_2L   TCGGTTATATGAAGGTGCAGTTGTTTAAAGAAAAAAGACATTGTTGTGTGCGTGGGTATA 

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

 

>CG33957_p_LTR  GTCTTTAAAACGTTGTAAAGTTGTGGCTATATCTATTGCATTTAAAGTTGGAAAAATCAG 

>CG33957_r_2L   GTCTTTAAAA-GTTGTAAAGTTG------------------------------------- 

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

 

>CG33957_p_LTR  TTGTACAGATTTTGTTTGAACACAAGTCGGTAAAAGTCGGGAAAGCTGCTAGAGAGAACT 

>CG33957_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG33957_p_LTR  GATAAAGTTGAAATTGTCGTGTGCGTGGATTTAGTCTTTAAAGTTGTAAAGTTATGGCTA 

>CG33957_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG33957_p_LTR  CGTCTACTGCATTGAAAGTTGAAAAAATCGATTGAACTCATACAGACTCAAGTCGTTTTG 

>CG33957_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG33957_p_LTR  CTGTTGTGGAATTTAAAACAATTAAATTGCAAAGGTGGTGAAATTCGTTTCTAACGAAAA 

>CG33957_r_2L   ------------------------------------------------------------ 

                                                                                 

 



>CG33957_p_LTR  TCAAAATTTGTCTTTTAACCGGTGGCGCCGTCTGCAAAATCGACTACCGTCGCGCCGTTA 

>CG33957_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG33957_p_LTR  GAACATTGTCGTTGTTTGCTGGTGTTAGTGCCTTGTCGCGGAATGTTCACACGTACACCA 

>CG33957_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG33957_p_LTR  CCTACAAATAAAAAACTTAACACCGACCAAATACAAGCAATTCTAGAGAACGAAAGCGAG 

>CG33957_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG33957_p_LTR  GACGAAAGCAGAAAAGAAAAAATGAACGAAGAAGATCAAAAGTTGGCGCCTGTAGGAGAA 

>CG33957_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG33957_p_LTR  GCAGAGGCAAAGAAGCAGAATAAAGACGCTAGTGCTAAAGTCGAAGAGAAATTTGAACAA 

>CG33957_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG33957_p_LTR  ATGATGAATACTCTAACCCAGAGCATGTTGGCAAAATCTAAACAAGAGGGGCAAGTAATT 

>CG33957_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG33957_p_LTR  ATCGCTGCAGAAAAATTTGAAAAAGTTGTAAGTGACTGTGATGGCAAATCAATTCCTATT 

>CG33957_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG33957_p_LTR  AAAAAATGGTTTGAAATTTTTGAGAAAAATGCCGAGGCATATGAACTTTCGGAGAAACAA 

>CG33957_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG33957_p_LTR  AAATATGTTCAAGCCAGAAGTAAGATGATTGGATCAGCAGAACTTTTCTTAGAATCTGAA 

>CG33957_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG33957_p_LTR  TGTGTCAGTGGATACACTGAACTCAAAGAGTTACTAATTGAAGAATTTTCAGGCAGCTAT 

>CG33957_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG33957_p_LTR  AATAGCGCCGTTATTCACAAAAAGTTGCAAGACAGGAAGAAGAAGAGGGAGGAAACTCTA 

>CG33957_r_2L   ------------------------------------------------------------ 

                                                                                 

 



>CG33957_p_LTR  CACGACTATTTGTTACAAATGAAGAAAATAGCAGCCTTAGGTGAAGTTGAAACAGTTGCT 

>CG33957_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG33957_p_LTR  TTGATAACTCATATCGTAAACGGCCTCGACATTAAAAAGGAGTATAAGGGTGCTATGCTC 

>CG33957_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG33957_p_LTR  CGTTGTAAAACTCTTAAGGAATTAAAGCAAGAATTCGAAATCTACGAGAGTCTGAATATT 

>CG33957_r_2L   ------------------------------------------------------------ 

                                                                                 

 

>CG33957_p_LTR  GTTGACAAGCCGAATATTCAACCAAAACCAAAGCAAATTACACAAGGTGTAAAAGCAGAT 

>CG33957_r_2L   ------------------------------------------------------GCAGAT 

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

 

>CG33957_p_LTR  CACTGCTTCAACTGTGGTTCGAGGGAACACAAACGAAAGGATTGTACACTTCCTACCAAA 

>CG33957_r_2L   CACTGCTTCAACTGTGGTTCGAGGGAACACAAACGAAAGGATTGTACACTTCCTACCAAA 

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

 

>CG33957_p_LTR  TGTTTCAGCTGTAATCAAGAGGGCCATATCTCAAGCAAGTGTCCAGAAAAAGTAAACAGC 

>CG33957_r_2L   TGTTTCAGCTGTAATCAAGAGGGCCATATCTCAAGCAAGTGTCCGGAAAAAGTAAACAGC 

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

 

>CG33957_p_LTR  ATGCGCATTCACGTTGATAGTGCACGAACAAAGCCAGTAATCATAAATGGGATTATCATC 

>CG33957_r_2L   ATGCGCATTCACGTTGATAGTGCACGAACAAAGCCAGTAATCATAAATGGGATTATCATC 

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

 

>CG33957_p_LTR  AACTGTCTGGTGGACACAGGATCAGATGTGACCATAATTAAAGAAGCTATATTCAAGAAG 

>CG33957_r_2L   AACTGTCTGGTGGACACAGGATCAGATGTGACCATAATTAAAGAAGCTATATTCAAGAAG 

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

 

>CG33957_p_LTR  ATGAAAGATGTTGATTTAAACCGCACTGCAACAGTATTGCGAGGTTTGGGAAATGCCTCA 

>CG33957_r_2L   ATGAAAGATGTCGATTTAAACCGCACTGCAACAGTATTGCGAGGTTTGGGAAATGCCTCA 

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

 

>CG33957_p_LTR  ACACAGCCGATTGGATGCTTCAGAGCATTAATCAAGACCGACCAGGTGGAAGCAAGCCAC 

>CG33957_r_2L   ACACAGCCGATTGGATGCTTCAGAGCATTAATCAAGACCGACCAGGTGGAAGCAAGCCAC 

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

 

>CG33957_p_LTR  AACGTTTTAGTCGTCCACGATTCTAAATTCAGTTGCGATGGAATAGTGGGACACGATTTT 

>CG33957_r_2L   AACGTTTTAGTCGTCCACGATTCTAAATTCAGTTGCGATGGAATAGTGGGACACGATTTT 

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

 



>CG33957_p_LTR  ATCAGCAAGTTTCGTCTTATCTGTAGTGCAGAAGGCTATACTTTTCTTGACCTGGAAGCA 

>CG33957_r_2L   ATCAGCAAGTTTCGTCTTATCTGTAGTGCAGAAGGCTATACTTTTCTTGACCTGGAAGCA 

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

 

>CG33957_p_LTR  GATAAAAAACAAGCGGAGCTTCAACATGAGCGGGATACGCTGCAGGGTCGTATGGAGGAA 

>CG33957_r_2L   GATAAAAAACAAGCGGAGCTTCAACATGAGCGGGACACGCTGCAGGGTCGTATGGAGGAA 

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

 

>CG33957_p_LTR  CAGACTCAGCGTATTTCTACCCTCCAAAATCGGCTGGAGGAGCAGCGACAGCGGGCGGAG 

>CG33957_r_2L   CAGACTCAGCGTATTTCTACCCTCCAAAATCGGCTGGAGGAGCAGCGACAGCGGGCGGAG 

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

 

>CG33957_p_LTR  CAACTCCATCGGACTGGCACATCAGACTTGAATACCCGAGTACATGAACTCCAGGGTGAG 

>CG33957_r_2L   CAACTCCATCGGACTGGCACATCAGACTTGAATACCCGAGTACATGAACTCCAGGGTGAG 

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

 

>CG33957_p_LTR  GTCCAGAACCTATACGAGCAATTGGCGGCGCGGGACAAGCAGATGGCCAACATGCGACAG 

>CG33957_r_2L   GTCCAGAACCTATACGAGCAATTGGCGGCGCGGGACAAGCAGATGGCCAACACGCGACAG 

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

 

>CG33957_p_LTR  CAACTGCAGCGCAGCAAGGAGGAGATAACTCGACTGGAGACGGAAGTCGAAGTACGAACA 

>CG33957_r_2L   CAACTGCAGCGCAGCAAGGAGGAGATAACTCGACTGGAGACGGAAGTCGAAGTACGAACA 

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

 

>CG33957_p_LTR  CAACCAGATCGCAGTCTGGTGAACAAACTGCAGGCTGAAGTGCAGCAAAAGGGAGCAGAG 

>CG33957_r_2L   CAACCAGATCGCAGTCTGGTGAACAAACTGCAGGCTGAAGTGCAGCAAAAGGGAGCAGAG 

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

 

>CG33957_p_LTR  ATCGTGAAGTTAAAGGATAAGATACGCACAGAGATGATCAACCGTCTGGCTATCCCGGAT 

>CG33957_r_2L   ATCGTGAAGTTAAAGGATAAGATACGCACAGAGATGATCAACCGTCTGGCTATCCCGGAT 

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

 

>CG33957_p_LTR  CTCATGGAGACTATGCTGGCGGACAAGAACGATGAGATAGATCACCTGCGCGATCAACTG 

>CG33957_r_2L   CTCATGGAGACTATGCTGGCGGACAAGAACGATGAGATAGATCACCTGCGCGATCAACTG 

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

 

>CG33957_p_LTR  GAGGCTAAGGAGAAGGAACTGCAGGCATCTCAACAGGAAGCTAGCCAGATTTCATCCCCG 

>CG33957_r_2L   GAGGCTAAGGAGAAGGAACTGCAGGCATCCCAACAGGAAGCTAGCCAGATTTCATCCCCA 

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

 

>CG33957_p_LTR  TCTGGAGCAGCAGGAAAGCAGGAGGGTAGCGGTGGCAAGTTGAGTGCCCGAACCCTAAGC 

>CG33957_r_2L   GCTGGAGCAGCCGGAAAGCAGGAGGGTAGCGGTGGCAAGTTGAGTGCCCGAACTCTAAGC 

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

 



>CG33957_p_LTR  GATATCGGATCGATTACAGAGTTCCCCGAGCCGGATGTGGAGCGTCGAGCGGCCATGCGA 

>CG33957_r_2L   GATATCGGATCGATTACAGAGTTCCCCGAGCCGGATGTGGAGCGTCGAGCGGCCATGCGA 

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

 

>CG33957_p_LTR  AGTCTTACCGCTTTACAGATGAGCGAAGGTGCGGGCGGCTTCCTGCACCAGACAATGGAA 

>CG33957_r_2L   AGTCTTAACGCTTTGCAGATGAGCGAAGGTGCGGGCGGCTTCCTGCACCAGACAATGGAA 

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

 

>CG33957_p_LTR  ACTTCTAAGGAAGCCGTGGCTAACTTAACACACAAGCGCAATTACGACAAAAAGCGCCGA 

>CG33957_r_2L   ACTTCTAAGGAAGCCGTGGCTAACTTAACACACAAGCGCAATTACGACAAAAAGCGCCGA 

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

 

>CG33957_p_LTR  GCTGAATACAAATACAAAGCAGGTGATCTGGTTGCAATTAAAAGGACCCAATTTGTAGCT 

>CG33957_r_2L   GCTGAATACAAATACAAAGCAGGTGATCTGGTTGCAATTAAAAGGACCCAATTTGTAGCT 

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

 

>CG33957_p_LTR  GGCCGCAAGATGGCAAGCGGGTATTTAGGTCCATACGAAGTCACAGGGGTCAAAGACAAT 

>CG33957_r_2L   GGCCGCAAGATGGCAAGCGGGTATTTAGGTCCATACGAAGTCACAGGGGTCAAAGACAAT 

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

 

>CG33957_p_LTR  GGCAGATATGACGTTAAAAAAGCAGCAAACGTCGAAGGACCCAATGTCACATCCACCAGC 

>CG33957_r_2L   GGCAGATATGACGTTAAAAAAGCAGCAAACGTCGAAGGACCCAATGTCACATCCACCAGC 

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

 

>CG33957_p_LTR  TGTGACAACATGAAGTTGTGGAAGTACATAGCCGAAAATGCAGACCTATTGTCATCCGGG 

>CG33957_r_2L   TGTGACAACATGAAGTTGTGGAAGTACATAGCCGAAAATGCAGACCTATTGTCATCCGGG 

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

 

>CG33957_p_LTR  TCGGATGATGATGATCAGGAGGGCCGAATGTAACATGGAGTAAGGCTGAAGGCTGGCAAC 

>CG33957_r_2L   TCGGATGATGATGATCAGGAGGGCCGAATGTAACATGGAGTAAGGCTGAAGGCTGGCAAC 

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

 

>CG33957_p_LTR  AACCCGGTTGGCAGCGCTGTTGAGCAGCAACATGATTGTCGGAAATCGAAGTTATCGACA 

>CG33957_r_2L   AACCCGGTTGGCAGCGCTGTTGAGCAGCAACATGATTGTCGGAAATCGAAGTTATCGACA 

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

 

>CG33957_p_LTR  ATCAGTCATCGAAGGAACGATCGCAAGGCAGCAGTGGAGTAGGAGTGGAAGTCAGCGTTG 

>CG33957_r_2L   ATCAGTCATCGAAGGAACGATCGCAAGGCAGCAGTGGAGTC-GAGTGGAAGTCAGCGTTG 

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

 

>CG33957_p_LTR  CAGTCAGTCGTGTTCTCAGCAGCAGTTCGTTCGGTCACAAACTAAGAATACTTTATATAA 

>CG33957_r_2L   CAGGCAGTCGAGTTCTCAGCAGCAG-TCGTTCGGTCACAAACTAAGAATACTTTACATAA 

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

 



>CG33957_p_LTR  TTACCGCATTTAGAATTAAACTAATAATTAAATTAATAATAAACAATAATAATAAACAAT 

>CG33957_r_2L   TTACCGCATTTAGAATTAAACTAATAATTAAATTAATAATAAACAATAATAATAAACAAT 

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

 

>CG33957_p_LTR  CTTACA 

>CG33957_r_2L   CTTACA 

****** 



>CG4799_CG11924_p_LTR  ACTA-TGTTCGAGTTACAGGGTTTGGACTGTCACCCGCTCTCCGCTCCCT 

>CG4799_CG11924_r   -CTAGTGTTCGAGTTACGGGGTTTGGACTGTCACCCGC------------ 

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

 

>CG4799_CG11924_p_LTR  CTTACGTTCTCCGCTCCCTCTTACGTTCTCCACTCCCTCTTACGCTCTCC 

>CG4799_CG11924_r   -------TCTCCGCTCCCTCTTACGTTCTCCACTCCCTCTTACGCTCTCC 

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

 

>CG4799_CG11924_p_LTR  CGCTCTTCACCACAGAGTCTCCGAGGAGTCTCCGCTGCGCTTGGGAGAAC 

>CG4799_CG11924_r   CGCTCTTCACCACAGAGTCTCCGAGGAGTCTCCGCTGCGCTTGGGAGAAC 

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

 

>CG4799_CG11924_p_LTR  CCAACGCATTAGAATAAGCTTTAGTGTGTAAAACTACCTCGAACAATAAA 

>CG4799_CG11924_r   CCAACGCATTACAATAAGCTTTAGTGTGTAAAACTACCTCGAACAATAAA 

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

 

>CG4799_CG11924_p_LTR  GCATACGCCGGTCGCGCCCGCGCTAATTCTACAAGTCTTCGAGTGTTTTT 

>CG4799_CG11924_r   GCATACGCCGGTCGCGCCCGCGCTAATTCCACAAGTCTTCGAGTGTTTTT 

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

 

>CG4799_CG11924_p_LTR  TCGAGTGGTCTTTTTTTCAGCAAACTAGGAATTTTCCAGGACCAGCACCC 

>CG4799_CG11924_r   TCGAGTGGTCTTTTTTTCAGCAAACTAGGAATTTTCCAGGACCAGCACCC 

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

 

>CG4799_CG11924_p_LTR  CCCATCATCCCAACATTTTGGTCCTTCGAGCCGGATGAGCACAGATATAC 

>CG4799_CG11924_r   CCCATCACCCCAACATTTTGGTCCTTCGAGCCGGATGAGCACAGATATAC 

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

 

>CG4799_CG11924_p_LTR  CAGCAGGCAGTCCCAGTTCTCCGTGTTGATGCCTGACAGTTCTAAGGCAG 

>CG4799_CG11924_r   CAGCAGGCAGTCCCAGTTCTCCGTGTTGATGCCTGACAGTTCTAAGGCAG 

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

 

>CG4799_CG11924_p_LTR  TCAAGCAACCTTGAACAGTACTTTGCAGTACCTTCAAGGCCGCCCCAGAT 

>CG4799_CG11924_r   TCAAGCAACCTTGAACAGTACTTTGCAGTACCTTCAAGGCCGCCCCAGAT 

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

 

>CG4799_CG11924_p_LTR  TCCTGTGGTATCGACTGCACATTAAACAGTATTTTCAATTGACTGTTTAC 

>CG4799_CG11924_r   TCCTGTGGTATCGACTGCACATTAAACAGTATTTTCAATTGACTGTTTAC 

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

 

>CG4799_CG11924_p_LTR  CAATAATCGTTTATTTTCGAAACGCTCTATCAGGTTTTCCCACGCAGAGC 

>CG4799_CG11924_r   CAATAATCGTTTATTTTCGAAACGCTCTATCAGGTTTTCCCACGCAGAGC 

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

 



>CG4799_CG11924_p_LTR  GGAAACCCTCGTTGGTGAGAGGCGAAATCGAAACTATGGCATGCGCGTCG 

>CG4799_CG11924_r   GGAAACCCTCGTTGGTGAGAGGCGAAATCGAAACTATGGCATGCGCGTCG 

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

 

>CG4799_CG11924_p_LTR  CCACTTGTTTTGGCATTTAAGTGGAATAGCTTTTCAACTGGAGTCAGCCG 

>CG4799_CG11924_r   CCACTTGTTTTGGCATTTAAGTGGAATAGCTTTTCAACTGGAGTCAGCCG 

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

 

>CG4799_CG11924_p_LTR  TGGATTATTAATATAAATGGCTGTGAAAAGATCCCGGAAAGTCGGCCAGC 

>CG4799_CG11924_r   TGGATTATTAATATAAATGGCTGTGAAAAGATCCCGGAAAGTCGGCCAGC 

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

 

>CG4799_CG11924_p_LTR  GAAGATAGTCGCCTGCGAAAACTTCTGTATCGCATGGAGGCAACCGACAG 

>CG4799_CG11924_r   GAAGATAGTCGCCTGCGAAAACTTCTGTATCGCATGGAGGCAACCGACAG 

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

 

>CG4799_CG11924_p_LTR  CCAGAGGAAATGTAGGCCTGGGGCGCAGCGTTCGCGGTTGGGATGGACTG 

>CG4799_CG11924_r   CCAGAGGAAATGTAGGCCTGGGGCGCAGCGTTCGCGGTTGGGATGGACTG 

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

 

>CG4799_CG11924_p_LTR  AGAAGTGCCCTGCTCGATTTTATCAACGAGCTGGGCAACACACCTTTCAT 

>CG4799_CG11924_r   AGAAGTGCCCTGCTCGATTTTATCAACGAGCTGGGCAACACACCTTTCAT 

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

 

>CG4799_CG11924_p_LTR  AGACTGAATAGCAATAGCTGTATTTAGCCCTGAGAATAGGCATGTTGCTT 

>CG4799_CG11924_r   AGACTGAATAGCAATAGCTGTATTTAGCCCTGAGAATAGGCATGTTGCTT 

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

 

>CG4799_CG11924_p_LTR  GCTGCCGCTTCGCCTGCTGACACAAGGCACTCTGAGCAGAGATCGTATTC 

>CG4799_CG11924_r   GCTGCCGCTTCGCCTGCTGACACAAGGCACTCTGAGCAGAGATCGTATTC 

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

 

>CG4799_CG11924_p_LTR  CTTCTCAACCTTGTCCCATAGGGTTCGAACTTGGTCGCGACGGACGCCAA 

>CG4799_CG11924_r   CTTCTCAACCTTGTCCCATAGGGTTCGGACTTGGTCGCGACGGACGCCAA 

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

 

>CG4799_CG11924_p_LTR  GCATCGTGACGGTTGGAGCTGCGGATTCCGGAGTGTTGATCTGAGCCTCA 

>CG4799_CG11924_r   GCATCGTGACGGTTGGAGCTGCGGATTCCGGAGTGTTGATCTGAGCCTCA 

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

 

>CG4799_CG11924_p_LTR  AATTCGCTTAAGCGGTCAGAAACCGAAATGAATTTGGCTAGCGCTAGATC 

>CG4799_CG11924_r   AATTCGCTTAAGCGGTCAGAAACCGAAATGAATTTGGCTAGCGCTAGATC 

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

 



>CG4799_CG11924_p_LTR  TGAAGCAGCCATATTTTTAGCTGTGCGCTGTACTGTGGCTTTGGATGGGG 

>CG4799_CG11924_r   TGAAGCAGCCATATTTTTAGCTGTGCGCTGTACTGTGGCTTTGGATGGGG 

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

 

>CG4799_CG11924_p_LTR  TAGCACAGTCGTCGGAAATCTGCGCAGGCGTTCTCACCGAAATGCTTGGG 

>CG4799_CG11924_r   TAGCACAGTCGTCGGAAATCTGCGCAGGCGTTCTCACCGAAATGCTTGGG 

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

 

>CG4799_CG11924_p_LTR  ATTCTTGGACTCTTGGGCCCTTGTGGTGAAAAAATAGACCTGGGCTTGTC 

>CG4799_CG11924_r   ATTCTTGGACTCTTGGGCCCTTGTGGTGAAAAAATAGACCTGGGCTTGTC 

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

 

>CG4799_CG11924_p_LTR  AGCGGACAATTTCTTCTTATCGTCCCCGATGGGCATAATCAAAGAAATGC 

>CG4799_CG11924_r   AGCGGACAATTTCTTCTTATCGTCCCCGATGGGCATAATCAAAGAAATGC 

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

 

>CG4799_CG11924_p_LTR  GAAATGGAAGGGAAGCCTGTCAAACTTTTGAAAAAGTAGACAGATTCCTC 

>CG4799_CG11924_r   GAAATGGAAGGGAAGCCTGTCAAACTTTTGAAAAAGTAGACAGATTCCTC 

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

 

>CG4799_CG11924_p_LTR  AGACTGCACTTAATAATTTAAGTGGTGTAAAACTTACGAAGTGGAACCGC 

>CG4799_CG11924_r   AGACTGCACTTAATAATTTAAGTGGTGTAAAACTTACGAAGTGGAACCGC 

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

 

>CG4799_CG11924_p_LTR  CGTAGTTTAGGCTAATCGGACAGGTGACTCGGAGTGAACAGCGAATTGTA 

>CG4799_CG11924_r   CGTAGTTTAGGCTAATCGGACAGGTGACTCGGAGTGAACAGCGAATTGTA 

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

 

>CG4799_CG11924_p_LTR  TAAATGACCTGTGATCTATGGTAATTGGGTCCACCTTATTTACGGTTAAA 

>CG4799_CG11924_r   TAAATGACCTGTGATCTATGGTAATTGGGTCCACCTTATTTACGGTTAAA 

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

 

>CG4799_CG11924_p_LTR  ACCCTTGGAATGTGGAACACGGTGATATAAGATGTTTATTAGAACGAAGA 

>CG4799_CG11924_r   ACCCTTGGAATGTGGAACACGGTGATATAAGATGTTTATTAGAACGAAGA 

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

 

>CG4799_CG11924_p_LTR  AAATTTTATTCTTTTATTTACAACTGGAAACGGAGAACATGGAATGACTG 

>CG4799_CG11924_r   AAATTTTATTCTTTTATTTACAACTGGAAACGGAGAACATGGAATGACTG 

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

 

>CG4799_CG11924_p_LTR  GAATTGAAGTCTTTTCTCCGCGTTGTAAATACTTCTAAAAACACCCCCAA 

>CG4799_CG11924_r   GAATTGAAGTCTTTTCTCCGCGTTGTAAATACTTCT-AAAACACCCCCAA 

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

 



>CG4799_CG11924_p_LTR  ACTAATATCCAAGCAATACGAAAATGAAATATTTGTCGGGTGAACGACTT 

>CG4799_CG11924_r   ACTAATATCCAAGCAATACGAAAATGAAATATTTGTCGGGTGAACGACTT 

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

 

>CG4799_CG11924_p_LTR  GTATGTGGCGATCGTATTATTTATTTATCGATAATTATTTTTTTTTTTGA 

>CG4799_CG11924_r   GTATGTGGCGATCGTATTATTTATTTCTCGATAATTA---TTTTTTTTGA 

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

 

>CG4799_CG11924_p_LTR  AAACTTTCAAATTAAAAAATAATTTAATAAATATTGAAAATGTTTAATTT 

>CG4799_CG11924_r   AAACTTTCAAATTAAAAAATAATTTAATAAATATTGAAAATGTTTAATTT 

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

 

>CG4799_CG11924_p_LTR  AATTTAGAATTTATTTATTGTTCGGAAATTAATTTGGAAATTTACCGAAA 

>CG4799_CG11924_r   AATTTAGAATTTATTTATTGTTCGGAAATTAATTTGGAAATTTACCGAAA 

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

 

>CG4799_CG11924_p_LTR  AACATTGATGGAAAATAAAACGCCTTTTCCGCGTCGGCACTTGGAATAAA 

>CG4799_CG11924_r   AACATTGATGGAAAATAAAACGCCTTTTCCGCGTCGGCACTTGGAATAAA 

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

 

>CG4799_CG11924_p_LTR  TTTTATTAGTGATTTGGATTTGCCGACGGGAAACAATCTAAACTTAAGTA 

>CG4799_CG11924_r   TTTTATTAGTGATTTGGATTTGCCGACGGGAAACAATCTAAACTTAAGTA 

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

 

>CG4799_CG11924_p_LTR  AACTTTGGTTATACGCCTTTTCTGCCTCGGCACTTGAGACACAGGCGATT 

>CG4799_CG11924_r   AACTTTGGTTATACGCCTTTTCTGCCTCGGCACTTGAGACACAGGCGATT 

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

 

>CG4799_CG11924_p_LTR  TAAACTTTGGTAAACTTTGGTTAAAGGGAATGCAGATAATCTGCGCAATG 

>CG4799_CG11924_r   TAAACTTTGGTAAACTTTGGTTAAAGGGAATGCAGATAATCTGCGCAATG 

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

 

>CG4799_CG11924_p_LTR  TATGTCGGTACGATATGTAATGTATATGGAAATGTATATGTATATGTATG 

>CG4799_CG11924_r   TATGTCGATACGATATGTAATGTATATGGATATGTAT------------- 

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

 

>CG4799_CG11924_p_LTR  TATATGGAGATGTAATGTATATGTATGTATATGGAGATGTAATGTATATG 

>CG4799_CG11924_r   --------------ATGCATATGTATGTATATGGAGATGTAATGTATATG 

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

 

>CG4799_CG11924_p_LTR  TATGTATATGGAGATGTAATGCATGCAATGTATATGTATATGTATGTATA 

>CG4799_CG11924_r   TATGTATATGGAGATGTAATGCATGCAATGTATATGTATATGTATGTATA 

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

 



>CG4799_CG11924_p_LTR  TGGAGATGTAATGCATGCAATGTATATGGGTAAATGGCGGGAAAATATTT 

>CG4799_CG11924_r   TGGAGATGTAATTCATGCAATGTATATGTATAAATGGCGGGAAAATATTT 

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

 

>CG4799_CG11924_p_LTR  AATTAATATTTTCCTTGGAATGGCCAGCGGGTATGTGTTGTTTGTTGTTT 

>CG4799_CG11924_r   AATTAATATTTTCCTTGGAATGGCCAGCGGGTATGTGTTGTTTGTTGTTT 

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

 

>CG4799_CG11924_p_LTR  GTATGTATAGCAGAGCAAATTGTATTGAGCGGACTGCGGAGTTAAAGCAA 

>CG4799_CG11924_r   -TATGTATAGCAGAGCAAATTGTATTGAGCGGACTGCGGAGTTAAAGCAA 

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

 

>CG4799_CG11924_p_LTR  AACAAATGTGTTGAAAAGAATTTGGCTTGCGTTGGACACAGTGAAACG-A 

>CG4799_CG11924_r   AACAAATGTGTTGAAAAGAATTTGGCTTGCGTTGGACACAGTGAAACGAA 

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

 

>CG4799_CG11924_p_LTR  AAACGGAATGTTTGCCACTTTTGGCAGAGCTTTGGACTTTAGAAATTTTC 

>CG4799_CG11924_r   AAACGGAATGTTTGCCACTTTTGACAGAGCTTTGGACTTAAGAAATTTTC 

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

 

>CG4799_CG11924_p_LTR  ACTGAACTTGGCACAAATTAATTTCACTTTTCCACATTTGGAATTTTGCA 

>CG4799_CG11924_r   ACTGAACTTGGCACAAATTAATTTCACTTTTCCACATTTGGAATTTTGCA 

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

 

>CG4799_CG11924_p_LTR  CTGTTCGGATGAATATTTAAATATATTCGGAAAATGGAACTTAGAATTTA 

>CG4799_CG11924_r   CTGTTCGGATGAATATTTAAATATATTCGGAAAATGGAACTTAGAATTTA 

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

 

>CG4799_CG11924_p_LTR  GAACGGTGGTTAATATGGCGGCGCCCGTGAAAATGGATAATAGATAGTAA 

>CG4799_CG11924_r   GAACGGTGGGTAATATGGCGGCGCCCGTGAAAATGGATAATAGATAGTAA 

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

 

>CG4799_CG11924_p_LTR  TTTCCTTTAATTGCCTTTTGTCGGAGAAATCCGTTAGATCTGACAATAAA 

>CG4799_CG11924_r   TTTCCTTTAATTGCCTTTTGTCGGAGAAATCCGTTAGATCTGACAATAAA 

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

 

>CG4799_CG11924_p_LTR  TCTGACAGCAAATTGAACGAAATTGGATGTTCGACCCTTTGCTGCAGACC 

>CG4799_CG11924_r   TCTGACTGCAAATTGAACGAAATTGGATGTTCGACCCTTTGCTGCAGACC 

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

 

>CG4799_CG11924_p_LTR  GGCAATTAAAAGGTATGGAGATTTCGTACTTATCTTATAAGTTGGTCGCT 

>CG4799_CG11924_r   GGCAATTAAAAGGTATGGAGATTTCGTACTTATCTTATAAGTTGGTCGCT 

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

 



>CG4799_CG11924_p_LTR  GAAGGACAAACTTG-AAAAATCCAGGAGATCCGGCTCGAAGGACCAAAAT 

>CG4799_CG11924_r   GAAGGACAAACTTGAAAAAATCCAGGAGATCCGGCTCGAAGGACCAAAAT 

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

 

>CG4799_CG11924_p_LTR  GTTGGGGTGATGGGGGGTGCTGGTCCTGGAAAATTCCTAGTTTGCTGAAA 

>CG4799_CG11924_r   GTTGGGGTGATGGGGGGTGCTGGTCCTGGAAAATTCCTAG---------- 

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

 

>CG4799_CG11924_p_LTR  AAAAGACCACTCGAAAAAACACTCGAAGACTTGTGGAATTAGCGCGGGCG 

>CG4799_CG11924_r   -------------------------------------------------- 

                                                                              

 

>CG4799_CG11924_p_LTR  CGACCGGCGTATGCTTTATTGTTCGAGGTAGTTTTACACACTAAAGCTTA 

>CG4799_CG11924_r   -------------------------------------------------- 

                                                                              

 

>CG4799_CG11924_p_LTR  TTCTAATGCGTTGGGTTCTCCCAAGCGCAGCGGAGACTCCTCGGAGACTC 

>CG4799_CG11924_r   ------TGCGTTGGGTTCTCCCAAGCGCAGCGGAGACTCCTCGGAGACTC 

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

 

>CG4799_CG11924_p_LTR  TGTGGTGAAGAGCGGGAGAGCGTAAGAGGGAGTGGAGAACGTAAGAGGGA 

>CG4799_CG11924_r   TGTGGTGAAGAGCGGGAGAGCGTAAGAGGGAGTGGAGAACGTAAGAGGGA 

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

 

>CG4799_CG11924_p_LTR  GCGGAGAACGGGTGACAATCCAAACCCCGTAACTCGAACATTTGGTCCTT 

>CG4799_CG11924_r   GCGGAGAGCGGGTGACAGTCCAAACCCCGTAACTCGAACATTTGGTCCTT 

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

 

>CG4799_CG11924_p_LTR  CGAGCCGGATGAGCACAGATATACCAGCAGGCAGTCCCAGTTCTCCGTGT 

>CG4799_CG11924_r   CGAGCCGGATGAGCACAGATATACCAGCAGGCAGTCCCAGTTCTCCGTGT 

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

 

>CG4799_CG11924_p_LTR  TGATGCCTGACAATTCTGGCGGCGCCAAGCAGGCATTGACTCCAATTTCG 

>CG4799_CG11924_r   TGATGCCTGACAATTCTGGCGGCGCCAAGCAGGCATTGACTCCAATTTCG 

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

 

>CG4799_CG11924_p_LTR  CATCGATTACGAGAGTACTGTCTACGTTTGTCTACAGTTTCACCGACACA 

>CG4799_CG11924_r   CATCGATTACGAGAGTACTGTCTACGTTTGTCTACAGTTTCACCGACACA 

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

 

>CG4799_CG11924_p_LTR  TTCAGCGTGCTAACACGCTCGACAAATTCTCGTGCTCGCGTTTCGTTAGG 

>CG4799_CG11924_r   TTCAGCGTGCTAACACGCTCGACAAATTCTCGTGCTCGCGTTTCGTTAGG 

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

 



>CG4799_CG11924_p_LTR  GAACGATAAAAATTGTGTAAAAATTCAGTAAAGTGAATTTCCATTCGAAA 

>CG4799_CG11924_r   GAACGATAAAAATTGTGTAAAAATTCAGTAATGTGAATTTCCATCCGAAA 

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

 

>CG4799_CG11924_p_LTR  AAGCCAGCACACGCATTCAAAAGGGCAAAGGTACAAAGTTTCACACATTT 

>CG4799_CG11924_r   AAGCCAGCACACGCATTCAAAAGGGCAAAGGTACAAAGTTTCACACATTT 

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

 

>CG4799_CG11924_p_LTR  CATCGCAGCAGCAGGAACTGCTGGAGCAGCAGCAGCGTGAAATGCAGGAG 

>CG4799_CG11924_r   CATCGCAGCAGCAGGAACTGCTGGAGCAGCAGCAGCGTGAAATGCAGGAG 

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

 

>CG4799_CG11924_p_LTR  CAGGCGCAACAGCAGCAGGTGCACCATCACCAGCAGGATCAGGATCTCGC 

>CG4799_CG11924_r   CAGGCGCAACAGCAGCAGGTGCACCATCACCAGCAGGATCAGGATCTCGC 

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

 

>CG4799_CG11924_p_LTR  CGGCGACCAGGTGGCGCTGAAGGTGCCACCACTCACCGTCAAGCTAAACA 

>CG4799_CG11924_r   CGGCGACCAGGTGGCGCTAAAGGTGCCACCACTCACCGTCAAGCTAAACA 

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

 

>CG4799_CG11924_p_LTR  AGAACGCCAACGGTGGCGCCATTGTGTCGCATCCGCAGGTCATTATCAAG 

>CG4799_CG11924_r   AGAACGCCAACGGTGGTGCCATTGTGTCGCATCCGCAGGTCATTATCAAG 

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

 

>CG4799_CG11924_p_LTR  GAGGAGCCACTCAGCCTGAGCGACAGTGGTGATGTTGTCAACTCTGTGCC 

>CG4799_CG11924_r   GAGGAGCCACTCAGCCTGAGCGACAGTGGTGATGTTGTCAACTCTGTGCC 

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

 

>CG4799_CG11924_p_LTR  TGTCTATGCCATACAAGCCAATCCCGGTGTACCCGCTCCGGCCAGTTCGG 

>CG4799_CG11924_r   CGTCTATGCCATACAAGCCAATCCCGGTGTACCCGCTCCGGCCAGTTCGG 

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

 

>CG4799_CG11924_p_LTR  GTGTGCTAGTCGGCACACAAACGGTACCTGCCGATCTGGCGCACAAGATC 

>CG4799_CG11924_r   GTGTGCTAGTCGGCACACAAACGGTACCTGCCGATCTGGCGCACAAGATC 

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

 

>CG4799_CG11924_p_LTR  CGGCACAAATGTCCGGATTGTCCAAAGACCTTCAAGACGCCCGGCACGCT 

>CG4799_CG11924_r   CGGCACAAATGTCCGGATTGTCCAAAGACCTTCAAGACGCCCGGCACGCT 

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

 

>CG4799_CG11924_p_LTR  GGCCATGCACCGCAAGATACACACAGGCGAAGCAGACGCCACGCCCAAAG 

>CG4799_CG11924_r   GGCCATGCACCGCAAGATACACACAGGCGAAGCAGACGCCACGCCCAAAG 

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

 



>CG4799_CG11924_p_LTR  AACGCCCCTACACGTGCTCCTACTGCGGCAAGTCCTTCACTCAATCGAAT 

>CG4799_CG11924_r   AACGCCCCTACACGTGCTCCTACTGCGGCAAGTCCTTCACTCATTCGAAT 

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

 

>CG4799_CG11924_p_LTR  ACACTAAAACAGCACACTCGCATACATACAGGAGAGAAGCCGTTCCACTG 

>CG4799_CG11924_r   ACACTAAAACAGCACACTCGCATACATACAGGAGAGAAGCCGTTCCACTG 

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

 

>CG4799_CG11924_p_LTR  CGGTTACTGCGAGAAGTCCTTCAGCGTGAAGGACTATCTGACCAAGCACA 

>CG4799_CG11924_r   CGGTTACTGCGAGAAGTCCTTCAGATTGAAGGACTATCTGACCAAGCACA 

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

 

>CG4799_CG11924_p_LTR  TACGGACGCACACCGGCGAGAAGCCGTACACCTGTCCGTATTGCGACAAG 

>CG4799_CG11924_r   TACGGACGCACACCGGCGAGAAGCCGTACACCTGTCCGTATTCCGACAAG 

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

 

>CG4799_CG11924_p_LTR  CGCTTCACGCAGCGCAGCGCCCTCACTGTGCACACGACCAAGCTGCATCC 

>CG4799_CG11924_r   CGCTTCACGCAGCGCAGCGCCCTCACTGTGCACACGACCAGGCGGCATCC 

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

 

>CG4799_CG11924_p_LTR  GCTCTAGGGAAGGCCGGGCGGTGGCCGCCAGTTACCCGTTCCTGCCCCAG 

>CG4799_CG11924_r   GCTCTAGGGAAGGCCGGGCGGTGGCCGCCAGTTACCCGTTCCTGCCCCAG 

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

 

>CG4799_CG11924_p_LTR  CCGCTCCTCCTCCTCCTACTCATCCTCCAAATCCTTCTGGTCCTGGTGCG 

>CG4799_CG11924_r   CCGCTCCTCCTCCTCCTACTCATCCTCCAAATCCTTCTGGTCCTGGTGCG 

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

 

>CG4799_CG11924_p_LTR  CCGCCGCCGTTGTCCGCCGACACGGATACAGATCCCAAGAAGCCATCTGC 

>CG4799_CG11924_r   CCGCCGCCGTTGTCCGCCGACACGGATACAGATCCCAAGAAGCCATCTGC 

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

 

>CG4799_CG11924_p_LTR  GGCGGCTGCGGCATCGGCTTAGGACGAACTGCAGCGGAAACGGGATGAGC 

>CG4799_CG11924_r   GGCGGCTGCGGCATCGGCTTAGGACGAACTGCAGCGGAAACGGGATGAGC 

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

 

>CG4799_CG11924_p_LTR  AAACCA--TAAATGAAAGACCACTCGAAAAAACACTCGAAGACTTGTGGA 

>CG4799_CG11924_r   AAACCAATAAAAAAAAAGACCACTCGAAAAAACACTCGAAGACTTGTGGA 

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

 

>CG4799_CG11924_p_LTR  ATTAGCGCGGGCGCGACCGGCGTATGCTTTATTGTTCGAGGTAGTTTTAC 

>CG4799_CG11924_r   ATTAGCGCGGGCGCGACCGGCGTATGCTTTATTGTTCGAGGTAGTTTTAC 

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

 



>CG4799_CG11924_p_LTR  ACACTAAAGCTTATTCTAATGCGTTGGGTTCTCCCAAGCGCAGCGGAGAC 

>CG4799_CG11924_r   ACACTAAAGCTTATTCTAATGCGTTGGGTTCTCCCAAGCGCAGCGGAGAC 

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

 

>CG4799_CG11924_p_LTR  TCCTCGGAGACTCTGTGGTGAAGAGCGGGAGAGCGTAAGAGGGAGTGGAG 

>CG4799_CG11924_r   TCCTCGGAGACTCTGTGGTGAAGAGCGGGAGAGCGTAAGAGGGAGTGGAG 

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

 

>CG4799_CG11924_p_LTR  AACGTAAGAGGGAGCGGAGAGCGGGTGACAGTCCAAACCCCGTAACTCGA 

>CG4799_CG11924_r   AACGTAAGAGGGAGCGGAGAGCGGGTGACAGTCCAAACCCCGTAACTCGA 

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

 

>CG4799_CG11924_p_LTR  ACAA 

>CG4799_CG11924_r   ACAA 

**** 

 




