
Start crop Point End crop Point

MSA length = 1409
AGAC T CA T CC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T ACA T AC TGT AGCA T T T T T T AGAAAACC T T ACCAC TGCGAACG - - - - - - - - - - A T CAA T A T A T CA T A T ACAAAAAA T ACA TGT AACGAAC T AAAAACGT T ACAA T AC T T AC T T A T CAAA TGA TGT AGA T TGT AA T T TGC TGAAAA TGAGT AA T
ACA T T AGGT C T AA T T AGGT C TGT T CCAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACA T TGT AGCGT T T T T T A T AAAACA T T ACCAC TGCGAACG - - - - - - - - - - A T CAA T AAA T CA T A T A T AAAAAA T ACA TGT AACGAAC T AAAAACGT T ACAACA T AGT CGT AA - - - - - - - - - CACAA T CA T AGT CA T CA T AAAAGT T AAAC
T A T C TGA T T T T AGGCCAA T T T - - - - - - - T C T CA T CGGAAAAAAGAA T T T C T AC T T C T CA T C T AC TGT AGCGT T T T T T A T AAAACA T T ACCAC TGCGAACG - - - - - - - - - - A T CAA T A T A T CA T A T A T AAAAAA T ACA TGT AACGAAC T AAAAACGT T ACAC T AC TGT AAAA T CA TGT T T CA T AAAACG - - - - - - - - - - - - - - - - - - - - - -
T CA T T AA T C T T AA T T CA T T TG - - - - - - - T T AA T T CCGC TGAA T T AA T A T C - - - - - - - - - - AAC T TGT AGCG - T T T T T A T AAAACA T T ACCAC TGCAAACG - - - - - - - - - - A T CAA T A T A T CA T A T A T AAAAAA T ACA TGT AACGAAC T AAAAACGT T ACAA T AC T T ACC T A T CA T CC T T CACAAAAGGC TGGC TGTGGT CGAGTGTGAGG
AAAAGT AC T A T CAGT AA T T T - GA T T CA - T TGAAA T T AGAGGAACA - - - - - - AA - - - - - - - ACA T TGT AGCGT T T T T T A T - AAACA T T ACCAC TGCGAACG - - - - - - - - - - A T CA - T A T A T T A T A T A T AAAAAAGACA TGT AACGAAC T AAAAACGT T ACA T C T ACGGT AAAACGAGT T C TG - - - AA TGAAGC T T T CC T T CAA TGAGAAAA
TGA T CAAC T T TGAG - - - - - - - GA T CCACCAGA T TGTGA TGGA T T T - - - - - - AA T T T T TGTGT AC TGT AGCGT T T T T T A T AAAACA T T ACCAC TGCGAACG - - - - - - - - - - A T CA - T A T A T T A T A T A T AAAAAAGACA TGT AACGAAC T AAAAACGT T ACAGT AC TGT T CGGG - AAGGT CGGT AAAGCGGA TGTGTGGCC T AAAGAAA T A T
- GAAACA T T T T C TGCCA T T T TGA T T CACC T AAA TGCGAAGAAACA - - - - - - AA - - - - - - - AAAC TGT AGCGT T T T T T A T AAAACA T T ACCAC TGCGAACG - - - - - - - - - - A T CA - T A T A T T A T A T A T AAAAAAGACA TGT AACGAAC T AAAAACGT T ACAAAAC T AC T AAAA - T A - - T C TG - - - TGTGTGAA T T T C - - - CAAA T AAAAAC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AC TGT AGCGT T T T T T T A T AAACA T T ACAAC TGCGAACG - - - - - - - - - - A T CA - T A T A T T A T A T A T AAAAAAGACA TGT AACGAAC T AAAAACGT T CCA - - - - - - - - - - - - - - - - - - - - - - - - - A T ACCGT C T TGT AC T AGAGGAAAAG
AC T ACA T C T T T CA T T CGT T T T CA T CAA T T T TGC T CCAAC T AGAAAAGT T AAAA T T T T T T TGT T T TGT AGCGT T T T T T A T AAAACA T T ACCAC TGCGAACG - - - - - - - - - - A T CA - T A T A T T A T A T A T AAAAAAGACA TGT AACGAAC T AAAAACGT T AAA - - - - - - - - - - - - - - - GT T T T A TGT A T T T C T CAAC T AAC T CAAAAA T AAA T
- - - T T AA T T T T CGT T T A T - - - - - - - - - - - - - A T T C TGA T AG - - - - - - - - - - - - - - - - - - - AGAGTGT AGTGT T T T T T A T AAAACA T T ACCACAGCGAACC - - - - - - - - - - A T C - A T A T A T CA T A T ACAAAG - - - ACA TGT AACGAAC T AAAAACGT T ACAAA T T T T T T T AA T AAAAC T T T A T AGAA T A T AAACAAAAA T AAAA T AAAAAA
- A T T T CCC T C T - - GCCA T T CC - - - - C T C - - - - - - - - - - - - - - - - - - - - T CAAA - - - - - A T A T AGTGT AGCGT T T T T T A T AAAACA T T ACCAC TGCGAACG - - - - - - - - - - A T CA - T A T A T T A T A T A T AAAAAAGACA TGT AACGAAC T AAAAACGT T ACAA T AGAA T CAACC - - - - T T T T T - - - - - - GCAA T A T CA T A T T T AAAAGC TGC
A T A T TGA T T T T TGT - - - - - - - GA T CAA T T T T AAAA TGGCCAAA T - - - - - - - - - - - - - - - - GTGGTGT AGCGT T T T T T A T AAAACA T T ACCAC TGCGAACG - - - - - - - - - - A T CA - T A T A T T A T A T A T AAAAG - - ACA TGT AACGAAC T AAAAA TGT T ACAACA T AACCAAA T - AAGT T ACC T AAAA T AA T A T A T A T AACAACAA T AA T A T
AAA T T A T C T T T T AAA T A - - - - - - - - - - - T T AAA T CGACA TGAA TGT T T - - - - - - - - - - - - ACAA TGT AGCGT T T T T T A T - AAACA T T ACCAC TGCGAACG - - - - - - - - - - A T CA - T A T A T T A T A T A T AAAAAAGACA TGT AA TGAAC T AAAAACGT T ACA - - - - - - - - - - - - - - - - - - - - - - - - - C TGCCC T CC T CCGAAAAGAAAAGAA
T A T T T CGT T T TGAGCCA T T T T - - - CCACCGAAAGAGAA T T AAAAAA T T CCAGA T T T T T A T CA T A TGT CGCGT T T T T T T A T AAACA T T ACCAC TGCGAACG - - - - - - - - - - A T CA - T A T A T T A T A T A T AAAAAA - ACA TGT AACGAAC T AAAAACGT T ACAA T AAAAACCAACCAAA T T T T T C T ACACGT AA T A T CGT A - - AAAAAAA T AA
GAA T T AA T T T TGGT - - - - - - - - - - - - - - T T CAAGCCAGAGAAA T AA T T - - AAA TGT T T A T AGGGTGT AGCGT T T T T T ACAACAAC - T ACCAC TGCGAACG - - - - - - - - - - AC - - - T A T A T T A T A T A T AAAAAAGACA TGT AACGAAC T AAAAACGT T ACA - - - - - - - - - - - - - AGGGT A T CAAAA T TGC TGA T CGA T T T T AA TGA T T T A T
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TE: ltr_1_family_257.fasta.b.bed_uf.bed_g_1.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: 1409bp; fragments: 11882; full length: 18 (>=1268.1bp)
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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 1409 bp
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TE: ltr_1_family_257.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 1709bp; fragments: 11167; full length: 0 (>=1538.1bp)

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_257
 size: 663bp; fragments: 6624; full length: 3 (>=596.7bp)
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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

Before TEtrimmer 663 bp
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After TEtrimmer ORF and PFAM domain plot
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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