
Start crop Point End crop Point

MSA length = 1139
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAAAAA T A T A - - - - - - - - - - - AGC T T TGT T CCAACGCAGAAA T T AGGACCGT T C T AGAACGGT T AC TG - - - - - - - - - - CCGT ACCAAGT ACGGT T C T CGGCGGCGT TGGAACGAAAC T A T AA T T ACCC - - - - ACGTGAAAAAAGGAC T T T T T A TGT T T T CA - - - A T AAGT T A T AAGAA
AAAAA T ACAAC T T TGA TGT T T T T T A T T T A T T T TGCAAAAA TGA T A T - - T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCGT ACCAAGT ACGGT T C T C TGCGGCGT TGGAACGAAAC T A T T A T TG - - - - - - - AACCGA T AAA T CAAA T T C TGA T ACC T T CAAAA T A TGCGAAAAAAGA
CAAAAAGGTGC TGT AGGT T T T CAA T AACA T T - - - - - - - - - - - - - - - - - - - - - - AACGAAGT T CCAACGAAGAAA T T AGGACCGT T C T AGAACGGT T AC TG - - - - - - - - - - CCGT ACCGAGT ACGGT T C T C TGCGGCGT TGT AACGAAAC T AA T AA T A - - - - - - - - - - - - - - - - - - - AGGAA T T T A T A T T AGT A - AA T T AAAA T AACAGAA
TGT T A T T A T AAA T T T A T A T T TGGAGT T T A T T A T A T AAGT A TGA T A T - - - - - - - AGC T T TGT T CCAACGCAGAAA T T AGGACCGT T C T AGAACGGT T AC TG - - - - - - - - - - C TGT A T CG - - - - - - - - T C T C TGCGGCGT TGGAACGAAAC T AA T AA T T - - - A T T - A T T T T T AAAA T T T ACA T T AAA T C T T T A T T T TG - - - - - - AAAAAAAG
AA T A T T AA T A TGCAAA T A T T T T AAAAAC T C T T AGGAA T AAACACAA T T T T T ACAGC T T CGT T CCAAGGCAGAAA T T AGGACCA T T C T AGAACGGT T A T TG - - - - - - - - - - CCGT ACCGAGT ACGGT TGT C TGCGGCGT TGGAACGAAAC T A T AGT T T C - - - - - - - - - - - - - - - - - - T T AAC T T AA TGT T T A T A - - - A T T A T T AAGAAGAA
TGAAA T AGAAGC T CCA T CGGC T CGA T ACGT T ACGAGA TGGT - - - - - - - - - T A T AGC T T TGT T CCAACGCAGAAA T T AGGACCGT T C T AGAACGGT T A T TG - - - - - - - - - - CCGT ACCGAGT ACGGT T C T C TGCGGCGT TGGAACGAAAC T A T T TGT T CCAA T TGGT CC T CAAAA T T T T T T T TGAA T T T TGGC T T AAGGAACGT AA T AAA -
- - - - - - - - - - - - - - - - - - - - - T CAA T A T A T TGT ACAGCAA T CA T AA T T - - - - - AGC T T CGT T CCAACGCAGAAA T T AGGA T CGT T C T AGAACGA T - - - - - - - - - - - - - - - C TGT ACCACGT ACGGT T CCC TGCGGCGT TGGAACGAAAC T A T T A T TGACAA T T - - - - - - - - - - - - TGA T A T T CAACAA T T A T T - - - - - - - - - - - - - - - - -
ACA T A T A T T TGGGT CA T A T T T CAAGAA TGACGTGAAAAAC T C T T A T T TGT AA T AGC T T TGT T CCAACGT AGAAA T T AGGACCGT T C T AGAACGGT T AC TG - - - - - - - - - - T CGT ACCGAGT ACGGT T C T C TGCGGCGT TGGAACGGAAC T AA T A T AAC - - - - - GGGT CGAAAAA T T T AAA T T CGC T C TGT A T T - - - T CAGAAAA T AAGA -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T AA T AGT - - - - - - - - - - - - AGC T T TGT T CCAACGCAGAAA T T AGGACCGT T C T AGAACGGT T A T TG - - - - - - - - - - CCGT ACCGAGT ACGGT T C T C T ACGGCGT TGGAACGGAAC T AGT A T CAACA - - - GGACCGCAAAACGACC T AC T A T T A T T T ACG - - - - - - - - - - - - - - - - -
GACAA T AC TGTGT A T A T T T T TGGAGT T T CC T A T ACGT T AAACAGAACC T T T A T AGC T T CGT T CCAACGCAGAAA T T AGGACCGT T C T AGAACGGT T A T TG - - - - - - - - - - CCGT ACCGAGT ACGGT T C T C TGCGGCGT TGGAACGT AGC T AA T A T A T - - - - - - - - - - - - - - - - - - - - - T T C TGT T C T T T CGT C - - - - - - - - - - - - - - - - -
T T T AA T T A T A - - - - - - - - - AA T AGAAA T A T T T TGCAA T AC TGAAAA T T - - T A T AGC T T CGT T CCAACGCAGAAA T T AGGACCGT T C T AGAACGGT T A T TG - - - - - - - - - - CCGT ACCGAGT ACGGT T C T C TGCGGTGT TGGAACGAAACGGT T - - - - - - - - - - - - - - - - - - - - - - - - - - T CGGT A T T T C TGCA T T A T CAA T T AAGCCGA -
- - - GA T T T T A T A T CA T T T T T T AGAAGC T T A T A TGCAA T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A T TG - - - - - - - - - - CAGT ACCGAGT ACGGT T C T C TGCGGCGT TGGAACGAAAC T AA T A T A T CCA - - - - ACCCCAAAAA T T TGC T T T AAACA TGT ACA - - - - T AACGAAAGTGA -
T ACAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGC T T TGT T CCAACGCAGAAA T T AGGACCGT T CCAGAACGGT T A T TG - - - - - - - - - - CCGT ACCGAGT ACGGT T C T C TGCGGCGT TGGAACGAAAC T AA T A T - - - - - GT TGAGA T TGAAGA T T CA T T T T C T T TGT - - - - - - - - - - - - - - - - - - - - - -
- - - - A T A T AAAAC T AAC T T AA TGAAAA T A T T ACAAAA T AAACGT AA T A - T T A T AGC T T CGT T CCAACGCAGAAA T CAGGACCGT T C T ACAACGGT T A T TG - - - - - - - - - - CCGT A T CGAGT ACGGT T C T C TGCGGCGT TGGAACGAAAC T T A T AA - - - - - - - - - - - - - - - - - - - - - T AAA T T AAGT A T T T A T A - - - - - - - - - T AA T AAA -
GA T AA TGGT A - - - - - - - - - - - - - - - - - - - - - ACAAAA T AA TG - - - - - - - A T A T AGC T T TGT T CCAACGCAGAAA T T AGGAC TGT CC T AGAACGGT T A T TG - - - - - - - - - - CCGT ACCGAGT ACGGT T C T C TGCGGCGT TGGAACGAAAC T A T - - - - - - - - ACCAAAA T TGAAGA - - - - GGT AA T A TGT TGGCCCAA T AAAAGAAA T AAA -
GA T AA T AA T AAAA TGGAC T AA T AAACA T C T AGT AAGGT AA TGA T AAGT T T T A T AGC T T TGT T CCAACGCAGAAA T T AGGACCGT T C T AGAACAGT T AC TG - - - - - - - - - - CCGT ACCGAGT ACGGT T C T T TGCGGCGT TGGAACGAAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T A TGT A T AGGCA T AGT AA T A T AAA T AGA -
CAAA T T TGGAA T T A T CC T T T A TGGACA T A T T - - - - - - - - - - - - - - - - - T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CGT ACCGAGT ACGGT T C T C TGCAGCGT TGGAACGAAAC T - - - - - - - - - - - - - - A T T T CGAAAA T T C T ACC TGA T T CA T TGT A - - - - - - - - - - - - - - - - -
- - - - - T T T T AAA T T CGA T T T C T AAAGA - - - - - - - AGGT AC TGA T AA T T T A T T T AGC T T TGT T CCAACGAAGAAA T T AGAACCGT T C T AGAACGGT T AC TG - - - - - - - - - - CCGT A T CGAGT ACAGT T C T CAGCGGCGT TGGAACGAAAC T A T T AA - - - - - - - - - A T A T T AGAAG - TGAAA TGA T T T A T ACA T T T AA T CAAAGAGGAAGG -
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TE: ltr_1_family_813.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: 1139bp; fragments: 50106; full length: 17 (>=1025.1bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1139 bp
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TE: ltr_1_family_813.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: 1441bp; fragments: 46551; full length: 0 (>=1296.9bp)
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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: ltr_1_family_813

 size: 1202bp; fragments: 219; full length: 1 (>=1081.8bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 1202 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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