
Start crop Point End crop Point

MSA length = 6437
- - - - - - - - - AAGGGGT A T A TGGC TGAC T TGCGA TGT CA T CGC TGAC T T T T T T T T T T AC T TGAA - - - - - AAC T CGTGTGAAGT TGGCACCC T T T T T T CGGA - - - - - - - - - - GAAC TGT CAA T T ACCAGC T CA T T T T T CGAAAAAAGGGTGCCAAC T T CACACGAGT A T A - - - AAC T A T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - A T T A
AA T CGAAGAAACAAGT T A - - - - - - - - - - - - - - - - - TGCA T AGTGGC T T T T T T - - - - - - T T AAA T C T T A T AC T CGTGTGAAGT TGGCACCC T T T T T T CGG - - - - - - - - - - - GAAC T C T CAA T T T T CAGC T CA T T T T CCGAAAAAAGGGTGCCAAC T T CACACGAGTG - - - - - - - CGA T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AA T T AAA T AAGCAGC T C T A T T T T TGACA T T CGC T T TGCGT A T CACA TGT A T T T T T TGT TGAAGGGT CA T AC T CGTGTGAAGT TGGCACCC T T T T T T CGGA - - - - - - - - - - GAAC T C T CAA T T T T CAGC T CA T T T T CCGAAAAAAGGGTGCCAAC T T CACACGAGTGT - A T C - - TGA T A - - - - T CGT T T T T T AA T CGT T CAC T C TGGGT T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AC T CGTGTGAAGT TGGCACCC T T T T T T CGGA - - - - - - - - - - GAAC T C T CAA T T T T CAGC T CA T T T T CCGAAAAAAGGGTGCCAAC T T CACACGAGT AG - - - - GT T T ACAAA - - T AAC T A T T T A T T T TGT AGT T T T T T C T TG
- - - - - - - - - - - - - - GT T AA T AAA T T T T T - - - AA T ACAAGT AGCAACC TGT - - - - - - - - - - - - - T A T A T T AC T CGTGTGAAGT TGGCACCC T T T T T T CGGA - - - - - - - - - - GAAC TGT CAA T T ACCAGC T CA T T T T T CGAAAAAAGGGTGCCAAC T T CACACGAGTGTG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - AGA T A T A T AGCC T AGT A TGT CC T C T T CAAAA T T AAGA T T C T AGC T T T T CC T T A T T T AAA - - - - - GAC T CGTGTGAAGT TGGCACCC T T T T T T CGGA - - - - - - - - - - GAAC T C T CAA T T T T CAGC T CA T T T T CCGAAAAAAGGGTGCCAAC T T CACACGAGTGT - - - - AGTGA TGGG - - T T ACGA T T CA T T T T AGTGAACCGAA T CA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAC T A T T T T T A T T T T T T A T T CAAAGA T CAAAC T CGTGTGAAGT TGGCACCC T T T T T T CGGA - - - - - - - - - - GAAC T C T CAA T T T T CAGC T CA T T T T CCGAAAAAAGGGTGCCAAC T T CACACGAGT C T - - - - AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T CA
AAGT AAA T AGT C T AGT CAA TGT CAGT C - - - - - - - - TGT AGAC TGGCCC T C - T - T CGA T T T AA - - - - - - - AC T CGTGTGAAGT TGGCACCC T T T T T T CGGA - - - - - - - - - - GAAC T C T CAA T T T T CAGC T CA T T T T CCGAAAAAAGGGTGCCAAC T T CACACGAGT A T CCC T AGCGGT AAAA T A T AA T AA T AA T A T AA TGT T T T T A T T T AA
A T T T AAAGAA T TGAGT T AGT AA T T - T CC T T CAGA TGGCGT A T CAAGT T T T - - - - - - - - A T A - - T T T T A T AC T CGTGTGAAGT TGGCACCC T T T T T T CGGA - - - - - - - - - - GAAC T C T CAA T T T T CAGC T CA T T T T CCGAAAAAAGGGTGCCAAC T T CACACGAGT AG - A T T AC TGACAAAGT T TGT T T C T T T T T C T AC TGC T C T AAACCA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAC T C T CAA T T ACCAGC T CA T T A T T CGAAAAAAGGGTGCCAAC T T CACACGAGT CCG - - - AA T CA T C TGGT C T AC T TGC T C T AAAA T CAA T CAAAA T CA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAGAGAA T A T CAAC T T T T - - - - - - - - - - - - - T C T T T CAC T CGTGTGAAGT TGGCACCC T T T T T T CGGA - - - - - - - - - - GAAC T C T CAA T T T T CAGC T CA T T T T CCGAAAAAAGGGTGCCAAC T T CACACGAGTGAC - - - - - - - - - - - - - TGTGT T AA T T T T AC TGCAA T T T T TGT T T A
AA T TGAA T AAAC T TGT CGGCGC T TGT TGTG - - - - - CGT AAA T TGGAGCCGA T T T T - - - T T AGAGT AGGCAC T CGTGTGAAGT TGGCACCC T T T T T T CGGA - - - - - - - - - - GAAC T C T CAAGT T CCAGC T CA T T T T CCGAAAAAAGGGTGCCAAC T T CACACGAGTGA T A T T AGTGA T AAG - T A T A T T T CCAAA T CGAAAA T T T T T A T A T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAC T C T CAAGT T CCAGC T CA T T T T CCGAAAAAAGGGTGCCAAC T T CACACGAGTGTG - - - AGAAA T AAAG - - - - - - - - - - A T T T AGTGGAA TGGAA TGA
- - - - - - - - - GT TGGA TGGGCACGTGT CCC T C T AAA T AAGTGCAAA T A T T T - A - - - - - T T T AGAA T T AGGAC T CGTGTGAAGT TGGCACCC T T T T T T CGGA - - - - - - - - - - GAAC T C T CAAGT T CCAGC T CA T T T T CCGAAAAAAGGGTGCCAAC T T CACACGAGT ACA - - - AA T T ACAGGGT T C T AACA T T C T T T AAA T AAAACGAA T T A
- - - - AAA T AA T T AA T CGAACACCGGC T T T T A - - - - - - - - AA T TGA T T T T T - - - - - - - - - - - - - CGTGT CAC T CGTGTGAAGT TGGCACCCC T T T T T CGGA - - - - - - - - - - GAAC T C T CAA T T ACCAGC T CA T T T T T CGAAAAAAGGGTGCCAAC T T CACACGAGTGT C - - - - - - - - - - - - - - GCAAGCCCA T T T T T AC T T T T T T AAA TGT
- - - - - - - - - A T TGGGCCAA T - - - - - - - - - - - T T AA TGCAAAACAGT T T T A - - - - - - - - - - - - - AGT CCAAC T CGTGTGAAGT TGGCACCCC T T T T T CGGA - - - - - - - - - - GAAC T C T CAA T T T C T AGC T CA T T T T CCGAAAAAAGGGTGCCAAC T T CACACGAGTGT T A T T AGCCGT AAA - - - - - - - - - - - AA T T AA T CAAGT CGT A T CG
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TE: ltr_1_family_217.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: 6437bp; fragments: 36832; full length: 0 (>=5793.3bp)
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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 6437 bp
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TE: ltr_1_family_217.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: 6738bp; fragments: 36524; full length: 0 (>=6064.2bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_217

 size: 292bp; fragments: 139; full length: 77 (>=262.8bp)
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TE consensus self dotplot (bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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