
Start crop Point End crop Point

MSA length = 1587
T AGAAA - - - - - - - - - - - - - - GAA T T T T T T T CAA - AA TGA T T CAAA T T AAA TGT AACAC - - - - - - - - TGT AACGT T T T T AGT T CGT T ACA TGT C T T T T T T A - - - - - - - - - - GT T CGCAGCGGT AGGTGT T T AAAAAACGC T AGAACACAA T T - - - - - - - - - GT A T AGAGC T CC T C T AGC T C T A T CCGT AGGGCC T CGC TGGT TGT TGC T AC
T CACGAAA T - AA T T T T C T T T TGA T T T T T T T T ACAGAAGA T T CAGGT CCA T T T T AGGAC - - - - GCAGTGT AACGT T T T T AGT T CGT T ACA TGT T T T T T T T A - - - - - - - - - - GT T CGCAGTGGT AGT TGT T T AAAAAACGC T ACAAGT T AGCA T T T T C - - A T T T C TGAGAA T T T T T T CACAAAA TGA T AAC TGT TGT T AAAGT TGGAC T AA T
ACAAAAAA T TGGT A T A T AC T ACA T T T AGA TGAAA - - - - - - - - - - - - - - - - - - - - - - - - A T T T AAAGTGT AACGT T T T T AGT T CGT T ACA TGT C T T T T T T A - - - - - - - - - - GT T CGCAGTGGT AGT TGT T T AAAAAACGC T ACAAGGT A T T T CCAACAC - - - CA T AGT AAA T ACCCAA T A T AA T ACCAGT A TGGT CAGGAA T ACGAGT A T A
A T AAAAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T TGT AACGT T T T T AGT T CGT T ACA TGT C T T T T T T A - - - - - - - - - - GT T CGCAGT CGT AGT TGT T T AAAAAACGC T ACAAAC T AAAA T T CGT AAA T AAA T AA T AA T T A T T T CACACACCAC TGGCA T AGCAGT AGA T TGTGT T TGT
T AGAAAAC T AAGA T T CAC T T T CA T CA T T T T CAG - - - - - - - - T T A T T CAACC T TGGTGT CC T CA T T T TGT AACGT T T T T AGT T CA T T ACA TGT C T T T T T T A - - - - - - - - - - GT T CGCAGTGGT AGT TGC T T AAAAAACGC T AC - - - - - - - - - - - - - - - - - - - T T T AGA T AC T C T C T - - - - - - - - - - - - - - - - - - - T TGT AGT TGGGCCCA T
AAGAAAA - - T AAA T T T TGC TGT T T T T T T T T T AAAAA TGA T T C T A T T AAAC T T T AACACA T T T - - - T TGT AACGT T T T T AGT T CGT T ACA TGT C T T T T T T A - - - - - - - - - - GT T CGCAGTGGT AGT TGT T T AAAAAACGC T ACAAAA T AA T - - - - - - - - - - - - - - - - - AA T T AGT TGGCA T CA T T T AAAGGA T AA T AGT AGT AA T AA T AA T
ACAGAAAGT T - - - - - - - - - - GT T TGGT T T T - - - - - - - - A T T T T AAGT AA T - - - - - - - - - - - - AGGT TGT AACGT T T T T AGT T CGT T ACA TGT C T T T T T T A - - - - - - - - - - GC T CGCAGTGGT AGT TGT T T AAAAAACGC T ACAAGGT AGT AA T TGT AAA T T T A T AA TGT CA T T T T AACAGAACGT CAACGGT T T T TGT AGACGT A T C TGT
T CACAAAC T - AA T AGAA T C T CAA T T C T C T C TGAA - - - - - - - - - - - - - - - - - - - AGAA T - - - - AGT T TGT AACGT T T T T AGT T CGT T ACA TGT T T T T T T T A - - - - - - - - - - GT T CGCAGTGGT AGT TGT T T AAAAAACGC T ACAA T T TGGCACCCA T AAGGCC T TGAGAAA T T T T T - - - - - AC T CGT AACA T T CAC TGGAGT C TGACAA T T
GAAAAAAGC T T AC T T T CCC - GC T T CGT T T T TGA - AA TGGT T T TGAGAAAA T T T AAAGT A T T T A T T T TGT AACGT T T T T AGT T CGT T ACA TGT C T T T T T T A - - - - - - - - - - GT T CGCAGTGGT AGT TGT T T AAAAAAAA - - ACGA T ACAA T T T A T CA - - - - GAAAGAAGGAC T T CGACCA - - - - - - - - - - - - - - - - A T T TGC TGT T T T T T C
AAAAA T AA T - AA T T TGGA T CA T A TGGC T A T CAGAAA T AA T A T TGGCGT AC T TGAACACA T T TGT T T TGT AACGT T T T T AGT T CGT T ACA TGT C T T T T T T A - - - - - - - - - - GT T CGCAGTGGT AGT TGT T T AAAAAACGC T ACAGT T T T ACA T A T T T AAA T C T A T AGAGGA TGT T T CA T AAAA T A TGACCA - - - - - T TGAGT AA T CACGA T
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TE: rnd_1_family_660.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_ce.fa_gs.fa_bc.fa
 size: 1587bp; fragments: 7395; full length: 180 (>=1428.3bp)
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No TE domain detected

After TEtrimmer 1587 bp
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TE: rnd_1_family_660.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: 1893bp; fragments: 7331; full length: 0 (>=1703.7bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_1_family_660
 size: 930bp; fragments: 4359; full length: 193 (>=837bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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