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MSA length = 419
T T AA T A T T AC T AAA T A TGCCA T T T CC TGT T T CAGA T AAGGGC T T AGGGCGTGAAA T AC TGT AAACA T C T T AAGT CAGCAGGCC TGCAAGT CGAGT CGCGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT T TGT TGT T CAGTGT T CAGT - - - - - - - GTGGC T T AAAA TGGA T C T AAG
T T AA TGC TGACAAA T C T T AG - A T T TGCG - - - AAAA T AGCCC T T T AGAA T C - - - - - - T A TGT AAACA T C T T AAGT CAGCAGGCC TGCAAGT CGAGT CGCGA - - - - - - - - - - GA T CCCGAGA T CGA T C T CACCGTGCGGGT AGT CGGT C T AGT AGT CGAGT A T ACGGA T AGCAC T AGT T C T AGT AGTGAACAGT T CACGAAA T AGA T A T CGT
T T AA T A T T AC T AAA T A TGCCA T T T CC TGT T T CAGA T AAGGGC T T AGGGCGTGAAA T AC TGT AAACA T C T T AAGT CAGCAGGCC TGCAAGT CGAGT CGCGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA TGAA T TGA T CAGA T T T T AA T C T AAA T AA T TGCC T AAAA T - - - T A T AA T
- - - - - - CCGA T AAA TGT AAA - A T T T C TGC T T AAAA T A T T - - - - - - - AA TG - - - - - - CA TGT AAACA T C T T AAGT CAGCAGGCC TGCAAGT CGAGT CGCGA - - - - - - - - - - GA T CCCGAGA T CGA T C T CACCGTGCGGGT AGT CGGT C T AGT AGT CGAGT A T ACGGA T AGCAC T AGT T C T AGT AGTGAACAGT T CACGAAA T AGA T A T CGT
T T AA T A T T AC T AAACA T T CCA T T T CC TGT T T CAGA T AAGGGC T T AGGGCGTGAAA T AC TGT AAACA T C T T AAGT CAGCAGGCC TGCAAGT CGAGT CGCGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T AGT T T AGT CAAA T TGTGC T CAAAA - - AA T T C T T AGCGGGAAAGT T A T
T T A T T A T T AAAA T A T T T AAA - AA T AGT AA T C T AAA T AAA T A - - - - - A T CA - - - - - - GA TGT AAACA T C T T AAGT CAGCAGGCC TGCAAGT CGAGT CGCGA - - - - - - - - - - GA T CCCGAGA T CGA T C T CACCGTGCGGGT AGT CGGT C T AGT AGT CGAGT A T ACGGA T AGCAC T AGT T C T AGT AGT - - - CAGT T CACGAAA T CGA T A T CGC
- - AA T AGTGAAAGTGAAGAACC T C T C T A T T T AAAAGCAAAGC T TGCAACA TGAAA T A T TGT AAACA T C T T AAGT CAGCAGGCC TGCAAGT CGAGT CGCGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGTGAA T T ACC T A T C TGT T AGT - - - - - AGAA T T T T T AAA T AA T AAGGC TG
- - AGAA TGAAAAA TGAGT T A T T C T T T TGT T T CA T A T T ACCA - - - - - - - - - T T AA T T A T TGT AAACA T C T T AAGT CAGCAGGCC TGCAAGT CGAGT TGCGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGAAA T CGAAAC T CGT T CGGC T CGT T A T T TGCGT T T TGAACGT ACGT AAA
- - - - - - CAGT T CAA T A T AAA T AC T T ACA T ACAAAA TGCAGT C T T AGT A T A - - - - - - TGTGT AAACA T C T T AAGT CAGCAGGT C TGCAAGT CGAGT CGCGA - - - - - - - - - - GA T C T CGAGC T CGACC T C T CCGTGCGGGT AGT CGT T C T AGT AA T CGTGT A T ACGGA T AGCAC T AGT T C T AGT AGTGAGCAGT T CACGAAA T AGA T A T CGC
- - AC T ACAA T CAA T TGCA T CGT T TGT AGT TGCAAA T AAGAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGGCCAACGTGACGGAGC TGT CGCGA - - - - - - - - - - GA T CCCGAGA T CGA T C T CACCGTGCGGGT AGT CGGT C T AGT AGT CGAGT A - - - - - - - - - - - - - - - - - - - - - - - - - AA T CGGT C T T T ACAAGA T A T T T T A -
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TE: ltr_1_family_69.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: 419bp; fragments: 20; full length: 4 (>=377.1bp)
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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 419 bp
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TE: ltr_1_family_69.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: 721bp; fragments: 20; full length: 0 (>=648.9bp)
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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_69
 size: 253bp; fragments: 19; full length: 13 (>=227.7bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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