
Start crop Point End crop Point

MSA length = 7309
CAGGT A T A T AA T ACAGACGCAA T AA TGA T T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T - - - - - - - - - - A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T AA T A T A T AA T T T A T T AAAA T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T T CGAAC T CC T A T
CACC T ACA TGA T T A T TGCGCGAAGT T T T T T AAAAA T TGA T T T T TGTGAGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGCA T A T - - - - - - - - - - A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T AA T A T A T AA T T T A T T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T A T AA T AAAGGT CGT A T
- - - - - - - - - - - - - T AGGC T CGAAAA TG - - CGCAAC T T T T C T C T AA T T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT AAAGT T T A TGAA T C T T AGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAGC T T T CGAAAA T T T A T TGT T T T - - C T T CA T CAGACGT TGT AA
GT T T A T T CAA T CGT ACGGT CGAGAA T AC T T ACCAA T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T - - - - - - - - - - A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T AA T A T A T AA T T T A T T AAA T T A T TGGTGAGCCC TGCA T A T TGACGGGT CGT - - - T CCACCCGAGC - - - - - G
CGGGT A T A T AA T ACAGACGCAACAA TGA T - - - - - - - - - - - - - - - - - - - - - A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T - - - - - - - - - - A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T AA T A T A T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC TGC T AC
GA T T AACGAAA T A T TGAGT CAAAAA - - - - - ACGAA T T AGT T T AAA T T CAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T A T A T A T A T A T A T ACA T A T T T T T - - - - - - - - - - - - - - T T A T T AAAA T CCCGGCGT A T A T T T CAGAAA T A T T AGT TGT - - C T T AAC TGG - - - - - - - - -
T C T T T T CGAAAAGAAGAAA TGAAC T TGGGT AA T AA T A T A T - - - - - - - - - - - T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T - - - - - - - - - - A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T AA T A T A T AA T T T A T T AAAA T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T AAAAAAAAAA T A T CGG
- - - - - - - AAACA T CAGTGGCAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AA T T AACAAA T T T T A - AC T CAAAGGT AC T T A - GAGT T T A TGGAAA T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T - - - - - - - - - - T T T T T T T T T T T T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA TGGT A TGCC T T ACCGAC T AAAAACC T CCA T C T CCACCCGACC T T T CGG
- - - TGT AA T A T A T T AACAACAAAAAGGGA T A T T AGT A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A - - - - - - - - - - - - - - - - - - - - - - - - T A T - - - - - - - - - - A T A T A T A T A T A T A T A T A T A T A T A T A T - - - - - - - - - - - - - - - - - - - - - - - - CAAGGT AAGT TGGCCAA T AAAAC T C T T TGC T T A T T AAGT CAAGC T T T CGG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T A T A T A T A T A T A T ACA T A T T T T T - - - - - - - - - - - - - - T T A T T AAAA T CCCGGCGT A T A T T T CAGAAA T A T T AGT TGT - - C T T AAC TGG - - - - - - - - -
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TE: rnd_3_family_1156.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa
 size: 7309bp; fragments: 13207; full length: 6 (>=6578.1bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 7309 bp
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TE: rnd_3_family_1156.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 7634bp; fragments: 13207; full length: 5 (>=6870.6bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_3_family_1156

 size: 251bp; fragments: 643; full length: 99 (>=225.9bp)
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Before TEtrimmer 251 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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