
Start crop Point End crop Point

MSA length = 1143
ACC T T T A T T T AAGT T CAA TGT AC T T T AGT T A T - - - - T A T T T A T A TGA T T CAAAAA T T C T CAGT T T T T CGCCAC TGAAAAA T C T ACAAAA T AAAAA T T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T TGCGT A T T AAAAAGTGGAAAA T TGA T A TGT T T A T A TGGT T T TGAGT T
- - - - - - - T T C T TGT C TGA T A T T T TGT T A T T A T AAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T AAA T C T ACAAAA T AAAAAAGT T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAC T CACC T AAAAAAGAAAA T AA T T T ACA T A T A T T T A T AA T T CGCCA TG
AA T T TGGT CGA T A T A T CGCA T T T CGTGCA T A T T AAAA TGT C T AGT T T T T T AAAAA T T C TGT T T T T T T TGCCAC TGCAAAA T C T ACAAAA T AAAAAAGT T A - - - - - - - - - - T T T T TGC T C T A T T T A T AAC T T T T AA T T ACAC T T T T T T A T AC T AA TGC TGTGGT T TGA TGTGAA - - - - T TGAGT A T CGGT C TGT A T T TGTGGT T T T C T A T A
AC T T T T A T T AA TGAC T - GT A T A T TGT AGT T A T AAAA TGA T T T AAAGT A T T AAAAAC T C TGGA T T T A T CGCCAC TGAAA T A T C T ACAAAA T AAAAAAGT T A - - - - - - - - - - T T T T TGCCC T A T C T A T AAGT T T T AGT T ACAC T T T T T T A T AC T AA TGC TGTGT A T T CGT A T AAA T T AGC T AAGT A T CAGT T TGAA T T TGTGGT T T T T T A T A
AC T T T AAA T CA TGT C T T - AC T T T TGTGG - - - - - - - - CGGGT T CA T A T T T CAAAAA T CC TGGGT T T T T CGCCAC TGAAAAA T C T ACAAAA T AAAAAAGT T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A - - - - - - - - - - - - CGTGT T AAAGA T T A - - - - - - - - - - - - - - - - - - - - - - -
GCCA T AAA T CA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA TGT T T CAAAAA T T C TGGGT T T T T CGT CAC TGAGAAA T C T ACAAAA T AAAAAAGA T A - - - - - - - - - - T C T T T T CCC T A T C T A T AAC T T T T AA T T ACAA T T T T T T A T A T CA T TGT AGAAAAA T CGT A T CGA T A TGC TGAAGAC T ACGA TGAGA T TGT AGA T TGC TGGA
C T AC T AAA T AA TGT C T A T ACC T T TGTGG - - - - - - - - CGGGT T CA TGT T T CAAAAA T T C TGGGT T T T T CGCCAC TGAAAAA T C T ACAAAA T AAAAAAGT T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAGT T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T C TGAAGCA
- - - - - - - T T AA T ACC T - - - - - - - - - - - - T T A T AAAA T T AAC TGA T A T T T CAAAAA TGC TGT T T T T T T TGC T AC TGCAAAA T C T ACAAAA T AAAAAAGT T A - - - - - - - - - - T T T T TGCCC T A T C T A T AAC T T T T AA T T ACAC T T T T T T A T AC T AA TGC TGT TGT T TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGT T T T C T A T A
CC T A T T A T T CCAGT T T CGCCGGT T A T AA T T A T AACA T T T AC T T A T T T T T T AAAAA T CAAGAA T T T T T CGCCAC T AAAAAA T C T ACAAAA T AAAAAAGT T A - - - - - - - - - - T T T T TGCCC T A T C T A T AAC T T T T AA T T AAAC T T T T T T A T AC T AA T T C TGTGGT T TGA T T T AGA T A TGT A T T A T A T T AGGT A T A T T A T A T AGC T T AC T A T T
T AC T T AAA T AA TGT CCCAAAGGT TGTGG - - - - - - - - T AGGT T CA TGT T T CAAAAA T T C TGT T T T T T T TGC T AC TGAAAAA T C T ACAGGA T AAAAAA T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A - - - - - - - GT CGACACGT AAACAA T AACA T T A T C T T CA T A - - - - - - - - - -
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TE: ltr_1_family_433.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ceg.fa_ce.fa_gs.fa_bc.fa
 size: 1143bp; fragments: 30230; full length: 2061 (>=1028.7bp)
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No TE domain detected

After TEtrimmer 1143 bp
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TE: ltr_1_family_433.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 1449bp; fragments: 31031; full length: 0 (>=1304.1bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_433
 size: 2312bp; fragments: 17485; full length: 1 (>=2080.8bp)
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