
Start crop Point End crop Point

MSA length = 657
GAAA TGAC - - - - T T AAGAC T TGAGT C T T T A T AAAC TGAC T TGT TGCAC T A - - - - - - - T AAAGT AAAAAAAA TGTGTGTGCAGT A TGTGCCCA T A T T TGAA - - - - - - - - - - T A T T A T AA TGA T T T T C T T AAC T T T AAA T CAAA TGT T T T - TGCGT TGCGGT CG - TGCGA T T C T CACCAC T T T T CA T C T CGC T AGC T CGT - - GTGT T ACGAC
ACAAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - GT TGGGT T ACAGAAGAA - - - - - - - CA T T T AAAAAAA T CAGTGTGT ACAC T T TGTGCGCA T A T T TGAA - - - - - - - - - - CAA TGAAA T AA T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGA T ACCGT C T C TGT AACC T T T T T AC T C - - - - - - - - - - - - A T ACAGGGT T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T C T T C T T T TGT AA T TGTGA T AAAAAAAAAAAAACAGTGTGTGCAC T A TGTGCGCA T A T T TGAA - - - - - - - - - - T A T T A T AA TGA T T T T C T T AG - T T T AAA T CAAA TGA T T C T TGTGT T - - - - - - - - CGCGA T CC T T A T CAC T T T T T T T C T CGC T AGGCCGTGGACGT CACAGC
GGT TGGACAC - - GAGCCAAA T A T AGAACAACACC T T TGCC T A T T T T AA T A - - - - - - - A T T T A T T AAAAAAAAGTGTGTGCAC T A TGTGCGCA T A T T T AAA - - - - - - - - - - T CA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TG - CACAGTGCGT TGGAAGA T AAA T T T AGCAAAAGCGT - - GAAA T AAGAC
AAAA T AA T - - - - A T ACAGAGTGGC T CAC T T T T TGT AGC T TGAC T T T AA T A T T T AA - - TGT A T T AAAAAAACAGTGTGTGCA T T A TGTGCGCA T A T TGGAA - - - - - - - - - - AA T T A T AA TGA T T T T C T T AGC T T T AAA T CAAA TGT T T T T TGTGT T ACGA T T AA T ACGA T TGCGA T T ACGA T T AAAACCGAAA - - - - - - - - - - - - - - - - - -
GT A TGAGA - - - - - - - - - - - AAGT T CAC TGACA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAAAAAACAGTGTGTGCAC T A TGTGCACA T A T T TGAA - - - - - - - - - - AA T T A T AA TGA T T C T C T T AGC T T T A T A T CAAA T A T T T T T TGT - - - - - - - - CG - TGCGA T CC T T T CCA T T C T T AGCCGACCA T AC - - - - - - - - - - - - - - - -
AAAAGAAA - - - - ACAGT AAAGAAA T A T T T ACGT CACGAAA T ACCGT A - - - - - - - - - - TGA T CGAAAAAAACAA TGTGTGCAC T ACGTGCGCA T A T T TGAA - - - - - - - - - - T A T T A T AA TGA T T T T C T T AGT T T T AAA T CAAA T - - - - - - - - - - - - - - - - - T T - T T TGGTGT T TGCCAC T T T T CA T C T CGC T AGT T CGT - - GTGT CACGGC
GT T C T TGAACAA T T ACGT AAAA T T TGGT A - - - T - T TGA T AGAA T T AAA T A T T T AAAG - - - - AAAAAAAAACAGTGTGT CCAC T A TGTGCGCA T A T T T T T A - - - - - - - - - - T A T T A T AA TGA T T T T C T T AGC TGCAAACA - - - - - - - - - - - - - - - - - - - A TGT - CGCGAGCA T CAGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GT T C T TGAACAA T T ACGT AAAA T T TGGT A T TGT - T TGA T AGAA T T AAA T A T T T AAAG - - - - AAAAAAAAACAGTGTGT CCAC T A TGTGCGCA T A T T T T T A - - - - - - - - - - T A T T A T AA TGA T T T T C T T AGC TGCAAACA - - - - - - - - - - - - - - - - - - - - - GT - CGCGGGCA T CAGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A TGA TGT A - - - - CCAC T T C T AGA T T T A T CACC T C T T AAC T T AC TGAA - - - - - - - - - - T AAGT AAAAAAAA T TGTGTGT ACAC T A T A TGCCCA T A T T TGAA - - - - - - - - - - T A T T A T AA TGA T T T T C T T AGT C T T AGA T T AAA T C T - - - - - - - - - - - - - - - CG - T ACGA T CC T T T T CAC T T T T CA T C T CGC T AAC T CA T - - T TGT CACGAC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAACAGTGCGTGCAC T A TGTG - GCA T A T T TGT A - - - - - - - - - - T A T TGT AA TGA T T T T C T T AGC T T T AAAACAAA TGT T T T T T C T A T AGC - - - GGACAAGA T CGT T AAAAC T T TGA T T T TGGA T AAC T CGGGGA TGT AGA T C T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AA T T T ACA T TGA T - - - - - - - - AGCAGT AAAAAAA T TGTGTGTGCAC T A TGT T CGCA T A T T TGAG - - - - - - - - - - T A T T A T AA TGA T T T T C T T AAC T T T AAA T CAAA TGT T T T T TGTGT TGCGA T CG - TGCGA T CC T T AC - - - - - - - - - - - - - - - - - - - - - - - GGGT AACA TGT T
AGGA TGAAACAAACAAAAA TGGT ACC T T TGT C T CCGCAC T CAGACAA - - A - - - - - - - T T TGACAAAAAAACA T TGTGTGCACAA T A TGCGCA T A T T TGAA - - - - - - - - - - T A T T A T A T TGA TGT T C T T CGC T T T AAA T CAAA TGT T T T T TGTGT TGCGA T CG - TGCGA T CC T T AAAACA T T T CA T C T CGC T AGC T CA T - - GT A T CAGGGC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAG - - - - - - - - T T T C T T AAAAAAGCAGTGTGTGCAC T A TGTGCGCA T A T T TGAA - - - - - - - - - - T A T AA T AA TGA T T T T T T T T AAACCAAA TG - - - - - - - - - - - - - - - - - - - - - ACA T ACGGC T CAAGCAA T - - - - - - - - - - - - GAGACCA TGGA TGTGGCAGA
- - - - - - - - - - - - - - ACAGA T AAC T T AA T TGCA T T T T T T C T CA T C - - - - - - - - - - - - - AACC T AAAAAAAA T TGTGTGTGAAC T A T A TGCGCACA T T TGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AG - CA TGA T T T T TGT AACA T T T C T T C - - - - - - - - - - - - - - - - - - - - - - - -
A T AA T A T A T T AG - - GT A TGAAA T TGAA TGA T A T AA T T A T TGAAGA T AA T C T T T AAAGA T ACAAAAAAAAACAGTGTGTGCAC T A TGT ACGCA T A T T TGAA - - - - - - - - - - T A T T A T AA TGA T T T T C T T AGC T T T AAA T C - - A T T T T T T T TGTGT TGCGA T CG - TGCAA T CC T T A T CAC T T T T CA T C T CGC T TGC T CGT - - GTGT CACGGC
AGT A T CAA - - - - GT AGA T T T AA TGT T T T A T TGT AA T AA T T T A T CGGAAGA - - - - - - - - - - AAGAAAAAAA T TGTGT A T A - - - T AAGT CCGCA T A T T TGAA - - - - - - - - - - TGT T A T AA TGA T T T T C T T AGC T T T AAA T CAAA TGT T T T A T AAAAC - - - - - TG - CC T AGA T T T T TGT A T T T T T T T T T T CAA T AGTGCC TGAGTGT T ACAA T
AGACGCGG - - - - T AAGAGAGGGT T T TGGGT AGTGGAAGT T T A TGT AGA T AC T T AAAGT AC T AGGAAAGAACAGTGTGTGT AGT A TGTGCGAA T T T T TGAA - - - - - - - - - - T A T T A T AA TGA T T T T C T T AGC T TGAAA T CAAA TGT T T T T TGTGT TGCAA T CG - GGTGA T CC T T ACCAC T T T T CA T C T CGT T ACC T CGT - - GTGT CACGAC
ACAAGAGAACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGTGT A T AAAAAGCAGTGTGTGCAC TGTGTGCGCA T A T T TGGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAGA T AA T T T T C T AAAA T A T T CA TGAGCGAAAAA TGT - - - - - - - - - - - -
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TE: rnd_1_family_257.fasta.b.bed_uf.bed_g_1.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: 657bp; fragments: 12149; full length: 61 (>=591.3bp)
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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

After TEtrimmer 657 bp
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TE: rnd_1_family_257.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 964bp; fragments: 12004; full length: 0 (>=867.6bp)

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_1_family_257

 size: 420bp; fragments: 9208; full length: 446 (>=378bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 420 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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