
Start crop Point End crop Point

MSA length = 5895
T AA T A TGGAAAA T T AAAAAAA T TGT A T T AAA T T AA T T T T T T - GGGACA TGGA T TGGCGCCAGAAAGTGACGT ACGT T C T T T T CGCAGT C T T T C T T T AAAA - - - - - - - - - - TGGCCGT CGAAAGGCGCGTGGT CA T CGTGAAACAAGAAGAAGAAGAAGAAGAA T T AA T T T T T TGGT T A T A T T CAG - - - - - - - - - - - - - T T T A T AA T T T A T
T T T AA T AGAGAA T T AA T A T AAGTGT A T AAAC TGCA T T A T ACAGAGGT T AGGA T TGGCGCCAGAAAGTGACGT ACGT T C T T T T CGCAGT C T T T C T T T AAAA - - - - - - - - - - TGGCCGT CGAAAGGCGCGTGGT CA T CGTGAAACAAGAAGAAGAAGAAGAA T A - - - - - - - - - - - - - - - - - AAAAGAA TGGGA TG - CCAA T T CAAGT C T T T T
TGA T AAAAAAA - - T A T ACGAACCGCA - - - - - - CGGT T T T T T - - - - T TGAAGA T TGGCGCCAGAAAGTGACGT ACGT T C T T T T CGCAGT C T T T C T T T AAAA - - - - - - - - - - TGGCCGT CGAAAGGCGCGTGGT CA T CGTGAAACAAGAAGAAGAAGAAGA - - - - T A T ACGAACCGCACA T AAACAA - - - - - GGA - CA T AC T T A T A T CGT T T
T AA TGA T A - - - A T T AAGT AAA T AGT T - - AAA T AAA T T T TGAAGAGT TGGAGA T TGGCGCCAGAAAGTGACGT ACGT CC T T T T CGCAGT C T T T C T T T AAAA - - - - - - - - - - TGGCCGT CGAAAGGCGTGTGGT CA T CGTGAAACAAGAAGAAGAAGC T C T C T AA T T A T T A T T T T AGT T T T T T A TGT AAACAAGGA T A T T A T T T T AGT A T T T
- - - - - - - - - - - AC T AAACAAGGAA TGC T - - - - - - - - - - - - - - CGACGAAAGA T TGGCGCCAGAAAGTGACGT ACGT T C T T T T CGCAGT C T T T C T T T AAAA - - - - - - - - - - TGGCCGT CAAAAGGCGCGTGGT CA T CGTGAAACAAGAAGAAGAAGAAGAAGAAGGAA TGT CCCAAAGAGACGT AGCAGAGA T AA TGT A T CGAAAACA T A T
T A T ACAGAAAC TGT ACGAAAA T TGT T T T AAAA T AGAC T CGCA T TGT T T T TGA T TGGCGCCAGAAAGTGACGT ACGT T C T T T T CGCAGT C T T T C T T T AAAA - - - - - - - - - - TGGCCGT CGAAAGGCGCGTGGT CA T CGTGAAACAAGAAGAAGAAGAAGAAGAAAGAAGAAGA T A T T AA T AGAGAG - - - - - - - - - - - - - - - - - - - - - - - - -
CAA T A - - - - - - - - - - - - - - - - - TGT A T - - AA T AAGT T T T T - - - - - T TGAAGA T TGGCGCCAGAAAGTGACGT ACGT T C T T T T CGCAGT C T T T A T T T AAAA - - - - - - - - - - TGGCCGT CGAAAGGCGCGTGGT CA T CGTGAAACAAGAAGAAGAAGAAGAAGA - - - - - AGA TGT A T T AA T AAA T AGT A T T A T CG - CA TGA T CA T ACA T AA T
T T T T AAAAAAA - - T A TGAA T AC T T CA T - - AA T T AGT T A T AC - GGA T T AGAGA T TGGCGCCAGAAAGTGACGT ACGT T C T T T T CGCAGT C T T T C T T T AAAA - - - - - - - - - - TGGCCGT CGAAAGGCGCGTGGT CA T CGTGAAACAACAACAAGAAGAAGAAGA - - - - - - - - - - - AGT T A T ACA T T T AGT T ACAA - CA T A T T AACA T T T T T T
T T T T TGAA - - - T T T AA - - - - - - - - - - - - AAA T - - - T T T T A T C T AAA T AAA - - - - - - - - - - - - ACAA T CACGAAC T TGT T T T T T AAAGT CC T TGT T T AAA T - - - - - - - - - - TGGCCGT CGAAAGGCGCGTGGT CA T CGTGAAACAAGAAGAAGAAGAAG - A T AA TGT T T C T T T T A TGGAC T TGTGT TGC T - - - - C T A T T T A T A T A T T A T T T
T T AAA T AAAAAAA T AGACAAGTGGCC - - AAAAAAAC T T T T CAGGGT A T CGGA T TGGCGCCAGAAAGTGACGT ACGT T C T T T T CGCAGT C T T T C T T T AAAA - - - - - - - - - - TGGCCGT TGAAAGGCGCGTGGT CA T CGTGAAACAAGAAGAAGAAGAAC - - - - - CCAA TGT T T TGA T T AC T T ACCCCAAA T T T AAAAAGTGGGAAA TGT T C
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGCCGT CGAAAGGCGCGTGGT CA T CGTGAAACAAGAAGAAGAAGAAGT A T AA - - - - - - T T T T A T T A T CA TGTG - - - - - - - - - - TGT T T T AA T AA TGC T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGCCGT CGAAAGGCGCGTGGT CA T CGTGAAACAAGAAGAAGAAGAAGAAGA T AGCC T AAC T T T T T T A T CAA T AAAC T T TGT A - GA T T T T CAGA T T A T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T TGCC T A TGACCA T C TGCCC TGAGGT CC T AA T A T CA T T T
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TE: rnd_4_family_257.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: 5895bp; fragments: 102; full length: 8 (>=5305.5bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 5895 bp



0 1000 2000 3000 4000 5000 6000

0
5

10
15

20
25

TE: rnd_4_family_257.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: 6195bp; fragments: 102; full length: 8 (>=5575.5bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_257

 size: 5734bp; fragments: 141; full length: 14 (>=5160.6bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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