
Start crop Point End crop Point

MSA length = 243
GT T - CAA T AC T AC T T ACAGCA - - - - - AA T T AAAAAAAAA T AA TGG - - A T T T AGAA TGGT CGAAAC T AAAGAAAAGGCCAGGAGCGT CA T CGA T A T T T TGC - - - - - - - - - - T CGCGT C T TGGA TGACGC T T C TGACC T T T T C T T T AGT TGCGACCA T T C T AAGA T ACAAAA - - - - - - - - - - - AAAAA T A T T T T T T AAA T CA T CCAGT A T T T
A - - - - - - - - - - - C T T A T T AAA - - - - - A T T T T T AAA T TGT T TGT ACGT CA T T AGAA TGGT CGCAAC T AAAGAAAAGGCCAGGAGCGT CA T CAA T AGT T TGC - - - - - - - - - - T CGCGT CA T TGA TGACGC T T C TGGCC T T T T C T T T AGT TGCGACCA T T C T AAGA - C T AAAG - T T CA T T C T A T T AAAAA T T T T A T T C T - T T ACAAAA T - - - -
A T C T C T T C T ACC T CGA T AGT AA - - - - CAC T T AAAC T AA T T C T T A T ACGT A T AGAA TGGT CGCAAC T AAAGAAAAGGCCAAGAGCGT CA T CAGT A T T T TGC - - - - - - - - - - T CGCGT CA T TGA TGACGC T CC TGGT C T T T T C T T T AGT TGCGACCA T T C T ACCA - - - - - - - - - - - - - - - - - - GAAAACC TGT TGGAAG - AAAA T T A T A T T -
GCG - - - C T T AGGT C T ACAGGGG - - - - - - - - - - - - - - - - - - - - - - - - - AAGT AGAA TGGT CGCAAC T AAAGAAAAGGCCAGAGGCGT CA T CAA T A T T T TGC - - - - - - - - - - T CGCGT CA T TGA TGACGC T CC TGGCCC T T T T T T - - GT TGCGACCA T T C T AACA T A T AAA T A T T AGT T T AA T T T CGT C T T T T A T CC T A T TGGCA TGTGT T T
GT - - - - - - - - - - GCCGT A TGAA - - AAAA T T CAAGT TGG - T CGCAAA T CAAAAGAA TGGT CGCAAC T AAAGAAAAGGCCAGGAGC T T CA T CAA T A T T T TGC - - - - - - - - - - T CGCGT CA T TGA TGACGC T CC TGGCC T T T T C T T T AGT TGCGACCA T T C T ACCG - C TGAAA - - - TGGT AA T CGA TGAC T T T T T A T A T - T T A T A T AGTGT T A
- - - - - - - - - - - - T T CA T T AAA - - - - - AAC T C T A T T TGGA T T A T - - - - - - - T AGAA TGGT CGCAAC T AAAGAAAAGGCCAGGAGCGT CA T CAA T A T T T TGC - - - - - - - - - - T TGCGT CA T TGA TGACGC T CC TGGCC T T T T C T T T AGT TGCGACCA T T C T AACA T T T AAAAA T T AACCGGT CGAAAAC T T CC T - - - - - - AA T AAAGCGC T C
ACG - GGGT T CAA T T T AAAACACA T T AAA T T T T AGAACAA T CGAAA - - - - A T AGAA TGGTGGCAA T T AAAGAAAAGGCCAGGAGCGT CA T CAA T A T T T TGC - - - - - - - - - - T CGCGT CA T TGA TGACGC T CC TGACC T T T T C T T T AGT TGCGACCA T T C T AAAC - - - - - - - - - - - - - - - - - - - - - - A T T T T T T TGCCA - TGT A TGA T A T CC
C T C T AGGT T CAA T T T A T AAGA TGAAAAAGGA TGGT T T T T T T A T AAA T - - A T AGAA TGGT CGCAAC T AAAGAAAAGGCCAGGAGCGT CA T CAA T A T T T TGC - - - - - - - - - - T CGCGT CA T TGA TGACGC T CC TGGCC T T T T C T T T AGT TGCGACCA T T C T ACC T - - - - - - - - - - - - - - - - - - AA T A T CC T T T A T T A T C T AAAAAAC T A T T A
GT A T T AAGTGT T T CCACGAGA T - - - - - - - - - - - - - - - - - - - - - - - - - AGA T AGAA TGGT CGCAAC T AAA T AAAAAGCCAGG - - - - T CA TGAA T A T T T TGC - - - - - - - - - - GAGCGT CA T TGA TGGCGC T CC TGGCC T T T T C T T T AA T TGCGACCA T T C T ACAA TGT AAAAAGT T T AAGT ACAGCAGT T C T A T T T AAG - - - - - - - - - - - - -
T T T T A T ACCAAC T T T A T ACAAGGAAAACGT AAAAA T - - - - - - - - - - - TGGT AGAAAGGT CGCAAGT AAAGAAAAGGCCAGGAGCGT CA T CAA T A T T T TGC - - - - - - - - - - T CGCGT CGT TGA TGACGC T CC TGGCC T T T T C T T T AGT TGCGACCAC T C T AGGT T A T CAAG - - - - - - - - - - CGGGAACAC TGGGT T CA T TGAAAAGAA T T -
T T C - ACGC T AGGT T AA T AGAAA - - AAGA T AAAAGT TGCA T T AAAAA T T TGT AGAA TGGT CGCAAC T AAAGAAAAAGCCAGGAGCGT C T T CAA T AC T C TGC - - - - - - - - - - T CGCGT T C T TGA TGACGC T CC TGGCC T T T T C T T T AGT TGCGACCA T T C T AC T C T T TGT AGC T A TGC TGGT TGA TGGT T T T T A T - - - - - AAAAAAA TGT T -
AGT ACGT T CCGA T T T AAAAAAAGAAAGACGT AACGT TGAACAAAC - - T T A T AGAA TGGT CGCAAC T AAAGAAAAGGCC TGGAGCGT CA T CAA T A T T T - - - - - - - - - - - - - T CGCGT CA T TGA TGACGC T CCAGGCC T T T T C T T T AGT TGCGACCA T T C T ACAG - - - - - - - - - - A T T T T ACC T A T AGT T T A T T CAACG - GAGACAA T AA TG
CCC - CACCAGAA T CGA T A T T AAGA T T AA TGCAAAACAGAA T A TGG - - - - GT AGAA TGGT - GCAAC T AAAGAAAAGGCCAGGAGTGT CA T CAA T A T A T TGC - - - - - - - - - - T CGCA T CA T TGA TGACAC T CC TGGCC T T T T C T T T AGT TGTGACCA T T C T AGC T - - - - - - - - - T T AGC TGC TGAAAA T C TGGT C T ACA T CAAA T CACAA T T
A T - - - - - - - - - A T CCA T A T AA - - - - - AAC T T T AA T CAG - T T A T ACA - - - GT AGAA TGGT CGCAAC T AAAGAAAAGGCCAGGAGCGT CA T CAA T A T T T TGC - - - - - - - - - - T CGCGT T A T TGA TGACGC T CC TGGCA T T T T C T T T AGT TGCGT CCA T T C T AA - - - T T AGTGA T T TGGGGAA TGA T AA T A T T C T T C - - - - AAAAAAA T A T AC
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TE: rnd_3_family_206.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: 243bp; fragments: 524; full length: 88 (>=218.7bp)
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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 243 bp
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TE: rnd_3_family_206.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: 543bp; fragments: 520; full length: 0 (>=488.7bp)

TE consensus (bp)
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TE consensus genomic coverage plot (bp)
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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 Extended plot Blue lines are boundaries
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TE: rnd_3_family_206

 size: 247bp; fragments: 327; full length: 22 (>=222.3bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 247 bp



Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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