
Start crop Point End crop Point

MSA length = 3065
TGAAA T AAAA T A T A T AA T AAAA T T T AAAAA T T AGAGAAAA T T AGT A T TGGT AAAA T AAA T AGAC T T TGT T TGAA T T TGTGCCCC T T T AGT AGC T TGCA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGAA T - - - - - - - - GGGGA T T A TGGGAA T C - - - - - - - - - - - - - - - - - - - - -
TGAAA T AAAA T A T A T AA T AAAA T T T ACAAA T T AGAGAAAA T T AGT A T TGGT AAAA T AAA T AGAC T T TGT T TGAA T T TGTGCCCC T T T AGT AGC T TGCA T T - - - - - - - - - - A T TGTGT AAGAGT T TGT T CGAGT T A TGGGGAAACC TGAAA T ACAAA T T T AAAGCG - - - - - - - - T AAAGT T A TGGAAAA T A T T - - - - - - AA T A T AA T ACAA
TGAAA T AAAA T A T A T AA T AAAA T T T ACAAA T T AGAGAAAA T T AGT A T TGGT AAAA T AAA T AGAC T T TGT T TGAA T T TGTGCCCC T T T AGT AGC T TGCA T T - - - - - - - - - - GT T A TGAAAC TGGTGGT AAAAA T TGTGA - - - - - - - - - - - - - - - - - - - - - - CA - - - - - - - - - - - - AAGA T T A T T CAAAAC T T T A T CAC T AA T ACGGGGACC
TGAAA T AAAA T A T A T AA T AAAA T T T ACAAA T T AGAGAAAA T T AGT A T TGGT AAAA T AAA T AGAC T T TGT T TGAA T T TGTGCCCC T T T AGT AGC T TGCA T T - - - - - - - - - - A T TGTGT AAGAGT T TGT T CGAGT T A TGGGGAAACC TGAAA T ACAAA T T T AAAGCG - - - - - - - - T AAAGT T A TGGAAAA T A T T - - - - - - AA T A T AA T ACAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T TGTGT AAGAGT T TGT T CGAGT T A TGGGGAAACC TGAAA T ACAAA T T T AAAGCG - - - - - - - - T AAAGT T A TGGAAAA T A T T - - - - - - AA T A T AA T ACAA
TGAAA T AAAA T A T A T AA T AAAA T T T ACAAA T T AGAGAAAA T T AGT A T TGGT AAAA T AAA T AGAC T T TGT T TGAA T T TGTGCCCC T T T AGT AGC T TGCA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
TGAAA T AAAA T A T A T AA T AAAA T T CACAAA T T AGAGAAAA T T AGT A T TGA T AAAA T AAA T AGAC T T TGT T TGAA T T TGTGCCCC T T T AGT A T C T TGCA T T - - - - - - - - - - AC T A - - - - T A TGT TGGAACGTGT AA TGGGAAGC T T T CAAAA T CGAGT ACACAA TGCAGA T T T CAAAA T T TGT T T AAAAC - - - AA T AAAAAC T T T CAA T TG
TGAAA T AAAA T A T A T AA T AAAA T T CACAAA T T AGAGAAAA T T AGT A T TGA T AAAA T AAA T AGAC T T TGT T TGAA T T TGTGCCCC T T T AGT A T C T TGCA T T - - - - - - - - - - A T T A TGT A T A T A T T AGT A T AGA T T AGGT T AAGA T ACCAAAAAC T AA T T T - CAA T T CAGA T T T C T AAGT T TGT CAAAAACGCGAA T AAAAA T T TGCAGC T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T A - - - - T A TGT TGGAACGTGT AA TGGGAAGC T T T CAAAA T CGAGT ACACAA TGCAGA T T T CAAAA T T TGT T T AAAAC - - - AA T AAAAAC T T T CAA T TG
TGAAA T AAAA T A T A T AA T AAAA T T CACAAA T T AGAGAAAA T T AGT A T TGA T AAAA T AAA T AGAC T T TGT T TGAA T T TGTGCCCC T T T AGT A T C T TGCA T T - - - - - - - - - - A T T A TGT A T A T A T T AGT A T AGA T T AGGT T AAGA T ACCAAAAAC T AA T T T - CAA T T CAGA T T T C T AAGT T TGT CAAAAACGCGAA T AAAAA T T TGCAGC T T
T AA T A T C T AGT A T A T CACAC TGA T T T C T AA TGGACA T CAA T T A T T ACAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCGC T CAGA T T T CAAGGT ACGT T TGAGACA TG - - - - - - - - - - - GTGGT AC
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TE: rnd_1_family_313.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 3065bp; fragments: 1448; full length: 0 (>=2758.5bp)
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No TE domain detected

After TEtrimmer 3065 bp
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TE: rnd_1_family_313.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 3419bp; fragments: 1304; full length: 0 (>=3077.1bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_1_family_313

 size: 2401bp; fragments: 1627; full length: 4 (>=2160.9bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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