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CAAAC TGA T T T CCCA T T CCACAC T ACC T CGA T T AA TGAGAC T C T T AA T A T TGT CAAGAGCAAGAA T T T A TGT AC T T A T CA T T AAAA T AAA T CACCCAA T A - - - - - - - - - - CGT T ACC T AAAACGT CCC T AGCCGCAACCC T C T AAAACGGGGT CGCGACAA T A T - - - - - - - - - - - - - - T T TGT T CA T A T A T T - - - - - - - - - - - - - - - - - -
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C T T A T T AA T - - C T T A T AAAGCAGGAAAACCAGAAA TGT AA T T - - GT A T AC TGT CAAGAGCAAGAA T T T A TGT A T T T A T CA T T AAAA T AAA T CACCCAA T A - - - - - - - - - - CGT T ACC T AAAACGT CCC T AGCCGCAACCC T C T AAAACGGGGT CGCGACAA T ACAGGGGGGGGAGT - - C T T AAA T AA T T A T T AGGAA T AGT A T A T T T TGA
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- - - - - - - - - - A T T T T T A T TGTGCAAA T A T T A T T - T T A T AAA T A T A T A T A T A T A T AAGAGCAAGAA T T T A TGT A T T T A T CA T T AAAA T AAA T CACCCAA T A - - - - - - - - - - CGT T ACC T AAAACGT CCC T AGCCGCAACCC T C T AAACCGGGGT CGCGACAA T A TGAA T AAA T A TGT AGC T T T C T T AAA T A T T AAAAACCGAGAAC TGT CC
T CAAAA TGCA - - - - - - - - - - - - - - - - - - - - - - - A T T T TGA T A - - T T A T A T TGT CAAGAGCACGAA T T T A TGT A T T T A T CA T T AAAA T AAA T CACCCAA T A - - - - - - - - - - CGA T ACC T AAAACGT CCC T AGCCGCAACCC T C T AAAACGGGGT CGCGACAA T A T A T AGT AACC T A T - - T T T C T C T A T - - - - - - - - - - - - - - - - - - - - - - -
CGT T CCGA T - - T T T T T A T TGT A TGGACGC T A T - - ACGT AGT T ACA T A T A T TGT CAAGAGCAAGAA T T T A TGT A T T T A T CA T T AAAA T AAA T CACCCAA T A - - - - - - - - - - CGA T ACC T AAAACGT CCC T AGCCGCAACCC T C T AAAACGGGGT CGCGACAA T A T CA T T ACGAAAGT - - T T T A T T T AA - - - - - AAAAA T TGT A T C T T T TGA
CAAAA T TGC - - T T TGAAC T ACGCAAGCGTGAGAA T T C T CA - - A T ACA T AC TGT CAAGAGCACGAA T T T A TGT A T T T A T CA T T AAAA T AAA T CACCCAA T A - - - - - - - - - - CGA T ACC T AAAACGT CCC T AGCCGCAACCC T C T AAAACGGGGT CGCGACAA T AC T AACCAA T AG - - GA T T T AC T T AA T T AA T AAAAA T AA T A T A T T A T AC
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T TGAGT TGAAAACCGCA T T AC T T AAA T A TGA T - A T T AAG - - - A T CAA T AC TGT CAAGAGCAAGAA T T T - T AGA T T T A T CA T T AAAA T AAA T CACCCAA T A - - - - - - - - - - CGA T ACC T AAAACGT CCC T AGCCGCAACCC T C T AAAACGGGGT CGCGACAA T ACAAA T A TGT A T T T - - - - - - - - - - - - - - - - AAAA T T - - - - AA T T C T AA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGA T A T C T AAAACGT CCC T AGCCGCAACCC T C T AAAACGGGGT CGCGACAA T A T T T TGAGAGT T T C - - - - - - - - - - - - - - - - AAACAGC T AA TGT C T T AA
A T AA T C T C T AAACCAAGT C T A T CAAA TGTGT T - A T AGAGA T T A T T AA T A T TGT CAAGAGCAAGAA T T T - T AGA T T T A T CA T T AAAA T AAA T CACCCAA T A - - - - - - - - - - CGA T ACC T AAAACGT CCC T AGCCGCAACCC T C T AAAAC TGGGT CGCGACAA T A T T T T T AA - - T T T T - - - - - - - - - - - - - - - - AAAAA T CA T AAGC T T T AG
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 size: 5553bp; fragments: 885; full length: 0 (>=4997.7bp)
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TE: ltr_1_family_471.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa_rc.fa

 size: 5868bp; fragments: 897; full length: 0 (>=5281.2bp)
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TE: ltr_1_family_471

 size: 1655bp; fragments: 570; full length: 1 (>=1489.5bp)
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TE consensus after TEtrimmer (bp)
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