
Start crop Point End crop Point

MSA length = 16560
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACACCCACA T T AGC - - - - - - - - - - T AA T A T A T T TGGGA T ACACA T T CA T A TGAGGAGTGT A T CCCAAA T A T T CAC T AC TG - - - - - - C T T AA TGAAGCC T T CGAAA TGTGGACCC T ACGGCGAA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T A T A T T TGGGA T ACACA T T CA T A TGAGGAGTGT A T CCCAAA T A T T CAC T AC T T T CGTGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - A T T AAACA T T T CA T T T AA T T C T AAACACACACCCACA T T AGC - - - - - - - - - - T AA T A T A T T TGGGA T ACACA T T CA T A TGAGGAGTGT A T CCCAAA T A T T CAC T AC T T - - - - - - T T T AGCA T AGAGT T TGAGAA - AAAAA T T T T TGGAGAA T
- - - - - - - - - A T T AAACA T T T CA T T T AA T T C T AAACACACACCCACA T T AGC - - - - - - - - - - T AA T A T A T T TGGGA T ACACA T T CA T A TGAGGAGTGT A T CCCAAA T A T T CAC T AC T T A T C T T CC T T AA T T CA T T T T T T T AC T T T T A T CA TGT T T T CAAAGT
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T A T A T T TGGGA T ACACA T T CA T A TGAGGAGTGT A T CCCAAA T A T T CAC T AC T AACA T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - T AA T T C T AAACACACACCCACA T T AGC - - - - - - - - - - T AA T A T A T T TGGGA T ACACA T T CA T A TGAGGAGTGT A T CCCAAA T A T T CAC T AC T C - - - - - - - - T AACA T AAA T T T CAAG - - - T CGGT T T T T CGT T C TGG
T T T CCA T CAA T T AAACA T T T CA T T T AA T T C T AAACACACACCCACA T T AGC - - - - - - - - - - T AA T A T A T T TGGGA T ACACA T T CA T A TGAGGAGTGT A T CCCAAA T A T T CAC T AC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T
- - - - - A T CAA T T AAACA T T T CA T T T AA T T C T AAACACACACCCACA T T AGC - - - - - - - - - - T AA T A T A T T TGGGA T ACACA T T CA T A TGAGGAGTGT A T CCCAAA T A T T CAC T AC T TGAA TGCC TGA - T T CAGC T TGT T AAGTG - - - - - - - - - - - - - - - - -
- T T CCA T CAA T T AAACA T T T CA T T T AA T T C T AAACACACACCCACA T T AGC - - - - - - - - - - T AA T A T A T T TGGGA T ACACA T T CA T A TGAGGAGTGT A T CCCAAA T A T T CAC T AC T CAGGA T A - - - - - TGCAGT T TGTGCAGT T AGT T CCCGGT T CGAGA T
T T T CCA T CAA T T AAACA T T T CA T T T AA T T C T AAACACACACCCACA T T AGC - - - - - - - - - - T AA T A T A T T TGGGA T ACACA T T CA T A TGAGGAGTGT A T CCCAAA T A T T CAC T AC T T AC - - - - C T - - - T ACA T AC T T T AGGT T T AACAAAA T T C T CAAGT T
T T T CCA T CAA T T AAACA T T T CA T T T AA T T C T AAACACACACCCACA T T AGC - - - - - - - - - - T AA T A T A T T TGGGA T ACACA T T CA T A TGAGGAGTGT A T CCCAAA T A T T CAC T AC T T ACAAGT - - - - - TGT AA T T T ACA TGT CG - - - - - - - - - - - - - AA T A
- - - - - - - - - - - - - - ACA T T T CA T T T AA T T C T AAACACACACCCACA T T AGC - - - - - - - - - - T AA T A T A T T TGGGA T ACACA T T CA T A TGAGGAGTGT A T CCCAAA T A T T CAC T AC T AGAGAGT - - - - - T AAGT T T CC T T AA T A T - - - - - - - - - - - - - - - - -
T T T CCA T CAA T T AAACA T T T CA T T T AA T T C T AAACACACACCCACA T T AGC - - - - - - - - - - T AA T A T A T T TGGGA T ACACA T T CA T A TGAGGAGTGT A T CCCAAA T A T T CAC T AC T CGTGTGT - - - - - CACAGCCGT C T CGC T T TGT CACGGCC T TGAA T T
- - - - - - - - - - - - - - - - - - - - - - - - - - A T T C T AAACACACACCCACA T T AGC - - - - - - - - - - T AA T A T A T T TGGGA T ACACA T T CA T A TGAGGAGTGT A T CCCAAA T A T T CAC T AC T C - - - - - - - - - - - TGGCA T T T T CCCA T T T AGAA T C TGCA T T CGC TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T A T A T T TGGGA T ACACA T T CA T A TGAGGAGTGT A T CCCAAA T A T T CAC T AC T AGT - - - - C T T AA T ACCAA T T T T CAAAAC T C TGAA T T T TGT CGGGT
- - - - - - - - - - - T AAA T A T T T CA T T T AA T T C T AAACACACACCCACA T T AGC - - - - - - - - - - T AA T A T A T T TGGGA T ACACA T T CA T A TGAGGAGTGT A T CCCAAA T A T T CAC T AC T AA T A T AC - - - - - T ACAA T T T T A T CAC T - AACAA T A T T T T T AA T A T
- - - - - - - - - - - - - - - - - - - - - - - - T AA T T C T AAACACACACCCACA T T AGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T A T A T T TGGGA T ACACA T T CA T A TGAGGAGTGT A T CCCAAA T A T T CAC T AC T CACAGA T - - - - - T A T AA T C T T TGT T T T T T A T TGT T T T T CGTGGT T
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TE: ltr_1_family_90.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: 16560bp; fragments: 1536; full length: 21 (>=14904bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 16560 bp
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TE: ltr_1_family_90.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: 16716bp; fragments: 1537; full length: 20 (>=15044.4bp)
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TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_90
 size: 313bp; fragments: 292; full length: 285 (>=281.7bp)
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No TE domain detected

Before TEtrimmer 313 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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