
Start crop Point End crop Point

MSA length = 1746
A T T TGA T AAAA T CGCGCCAAAGT AA TGAAGA T T AGGA T C T T A T A T A - - - - TGT AAGAGT C T TGT T T T CCGT T - AAAAA T TGT T T A T A T T AAA T TGTGT T A - - - - - - - - - - A T T A T A T T T T T C T T AC T CGC T C T TGCA - - - C T T T C T T - A T T T AA T - - - - - T AAAACA T TGGGCCCGA T T C TGT AAACA T T T C T CC TGT C T AGTGACAAA T
CC T - - - - - - - - - - - - T CCAA TGAGT CAGA T - - - - - - - - - - - - - - - - - - AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T A T A T T T T T C T T AC T CGC T C T T ACA T A T T T A T T A T T A T A T AA T A T A T T A T A T A T A T T A T A T A T A T A T A T A T A T A T A T A T A T T C T A T A T A T A T AA T A T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT AAGAGT C T TGT T T T CCGT T AAAAAA T TGT T T A T A T T AAA T TGTGT T A - - - - - - - - - - A T T A T A T T T T T C T T AC T CGC T C T T ACA T AA T T A T T T T CGT T AGA T A TGT CC T A T A T T T T A T ACAAAC T AC T A T AAACA T CGT C T T T T AAAGAA T CACAAA
- - - - - - - - - - - - - - - T T TGTGT C TGAAAA T A T TGAAA T T A T A T T T T CAA T TGT AAGAGT C T TGT T T T CCGT T AAAAA T T TGT T T A T A T T AAA T TGTGT T A - - - - - - - - - - A T T A T A T T T T T C T T AC T CGC T C T T ACA T A T T AA T T TG - ACCAAA T A T AC T AAAAA T A TGAAGCA TGTGACAAAAAAAAGT T T AC T T AAA T A T T T C TGAGT
T T T T AA T T T AA T AGA T CCGA T T AGGCAAGC - T CGGGACGAGC T T C T CAAC TGT AAGAGT C T TGT T T T CCGT T AAAAAA T TGT T T A T A T T AAA T TGTGT T A - - - - - - - - - - A T T A T A T T T T T C T T AC T CGC T C T T ACA - - - T - - - - - - - - - - - - - - - - - - - AGACA T - - - - TGT AAA TGA T CGT AAAC T A - - - - - - - - - - - - - - - - AAAAG
T T T T AA T T T AA T AGA T CCGA T T AGGCAAGC - T CGGGACGAGC T T C T CAAC TGT AAGAGT C T TGT T T T CCGT T - AAAAA T TGT T T A T A T T AAA T TGTGT T A - - - - - - - - - - A T T A T A T T T T T C T T AC T CGC T C T T ACA - - - - TGT C T T - T T T T A T - - - - - - GCAAC T - - - - T T T CAA T T T T TGT A T - - - - - - - - - T CA TGT C T T T T - - - - C
T C - - AA T T T CAC - - - T CCAACA TGGT T AAC T T T CGAA T A T CACA T A - - - - TGT AAGAGT C T TGT T T T CCGT T - AAAAA T TGT T T A T A T T AAA T TGTGT T A - - - - - - - - - - A T T A T A T T T T T C T T AC T CGC T C T T ACA - - - - - - - - - - - A T T CA - - - - - - - GAGC T T - - - - T T CAGGT C T A TGT A T AA T A T A T T T T TGCGT A T T T T CAGT T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T AA T TGTGT T T T - - - T TGT AAGAGT C T TGT T T T CCGT T AAAAAA T TGT T T A T A T T AAA T TGTGT T A - - - - - - - - - - A T T A T A T T T T T C T T AC T CGC T C T T ACA - - - - - - - - - - - A T T CA - - - - - - - GAGC T T - - - - T T CAGGT C T A TGT A T AA T A T A T T T T TGCGT A T T T T CAGT T
A T T AA T AA T AA T A T A T A T A T A T A T A T A T AC T A T A T A T A T A T A T A T A T AA T TGT AAGAGT C T TGT T T T CCGT T - AAAAA T TGT T T A T T T T AA - - - - - - - - - - - - - - - - - - - A T T A T A T T T T T C T T AC T CGC T C T T ACA T A T T T A T T A T T A T A T AA T A T A T T A T A T A T A T T A T A T A T A T A T A T A T A T A TGT T T C T T T T ACA T T C T T CAAA T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T CCAA T - - - - - - - - - - - - TGT AAGAGT C T TGT T T T CCGT T - AAAAA T TGT T T A T A T T AAA T TGTGT T A - - - - - - - - - - A T T A T A T T T T T C T T AC T CGC T C T T ACA - - - - - - - - - - - A T T CA - - - - - - - GAGC T T - - - - T T CAGGT C T A TGT A T T A T A T A T T T T TGCGT A T T T T CAGT T
- - - - - - - - - - - - - - - - A T AACC TGC T AAC T T T T ACGT T AA T AC T C T - - AGTGT AAGAGT T T TGT T T T CCGT T AAAAAA T TGT T T A T A T T AAA T TGTGT T A - - - - - - - - - - A T T A T A T T T T T C T T AC T CGC T C T T ACA - - - - - - - - - - T AGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T ACA T T T T T T CCCAC T AAAGAAAA T T
T T T - - - - - - - T T AGAAC TGA T AC T A T A T A T - - - - - - - - - - - - - - - - - - - GTGT AAGAGT C T TGT T T T CCGT T AAAAAA T AA T T T A T A T T AAA T TGTGT T A - - - - - - - - - - A T T T T A T T T T T C T T AC T CGC T C T CACAGT T T AA T T T T - A T ACGA TGT A - - CAAC T A - - - - T ACAGGAAGT ACGACA TGT ACGT CAAC T A T AGC T AGGAC T
- - - - - - - - - - - - - - - - - - - - - - - TGT AAA T T T TGGA T T - - - - - - - - - - C T TGCAAGAGT C T TGT T T T CCGT T - AAAAA T TGT T T A T A T T AAA T TGTGT T A - - - - - - - - - - A T T A T A T T T T T C T T AC T CGC T C T T ACA T A T C T AC T T A T A T T AAA T A T A T T A T A T T T - - - - T A TGT AC T T AAA TGT A T AA T TGT T T A T AC TGCGT T AAA T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T A T A T T T T T C T T AC T CGC T C T T ACA - - - - - - - - - - - A T T CA - - - - - - - GAGC T T - - - - T T CAGGT C T A TGT A T AA T A T A T T T T TGCGT A T T T T CAGT T
- - - T AA T T T AA T AGA T CCGA T T AGGCAAGC - T CGGGACGAGC T T C T CAAC TGT AAGAGT T T TGT T T T CCGT T AAAAAA T TGT T T A T A T T AAA T TGTGT T A - - - - - - - - - - A T T A T A T T T T T C T T AC T CGC T C T T ACA - - - T T A T T T T - T T T AGT TGT A - - GCAAA T - - - - TGT AAAGAGCCGT T T AA T AA T A T A T T T TGT C T T T T AAAA T
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TE: ltr_1_family_117.fasta.b.bed_uf.bed_g_3.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: 1746bp; fragments: 2643; full length: 0 (>=1571.4bp)
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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 1746 bp
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TE: ltr_1_family_117.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 2051bp; fragments: 2609; full length: 0 (>=1845.9bp)

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: ltr_1_family_117
 size: 555bp; fragments: 667; full length: 51 (>=499.5bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 555 bp
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After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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