
Start crop Point End crop Point

MSA length = 390
T T A T AGAAA T AA T A T T AA T T AAA - - - - - - - - - T CCGGA T T AGA - AA T T AA TGT T T T A T A T A T AAA TGGA T TGT AAGT CCA T T CGGGC TGGT T C TGGTGT T - - - - - - - - - - A T A TGCGCGAAA T T AA - - - - - - - - - A T T AAGAC T AA T AAAA T ACCGAACAAAAAACAAAAACAAGA TGCA TGT T T T T CAA T T T C T - - - GCAACGT AGA T A
T T A T T TGAAAAACGGT AAAGAAAA T A TGT T T C T T T TGACCAGACAC T T AAAA T AC T C TGT A T AAA TGGA T TGT AAGT CCA T T CGGGC TGGT T C TGGTGT T - - - - - - - - - - A T A TGCGCGAAA T T AA - - - - - - - - - A T T AAGAC T AA T AAAA T ACCGAACAAAAAACAAAAACAAGA TGCA T AGGT AGA T A T T - - - - - - A T A T T ACA T AA T
T T C T T T C TGAA T A T AAGC T T AAA T CA T C T TGGT T ACGCCAACC T AAAAGT TGT T T T A T A T T T AAA TGGA T TGT AAGCCCA T T CAGGC TGGT T C TGGTGT T - - - - - - - - - - A T A TGCGCGAAA T T AAA TGT A T T AGA T T AAGAC T AA T AAAA T ACCGAACAAAAGT CA T AAC T CCACAAGA - T T AACGAGAA T T A - - - - AGA TGT CA T AA T
- - - - - T AA T AA T ACGGA T T T - - T C T A T CA T T AAAGAA T T T AA T T A T AA T T TGT T T T A T A T T T AAA TGGA T TGT AAGT CCA T T CAGGC TGGT T C TGGTGT T - - - - - - - - - - A T A TGCGCGAAA T T AAA TGT A T T AGA T T AAGAC T AA T AAAA T ACCGAACA T AA T T AAACAAAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
TGA T ACAAC - - - - - - - - - - - - - - - - - - - - - T ACAC T A T T T AAC - - - - - - T TGT T T T A T A T T T AAA TGGA T TGT AAGT CCA T T CAGGC TGGT T C TGGTGT T - - - - - - - - - - A T A TGCGCGAAA T T AAA TGT A T T AGA T T AGGAC T AA T AAAA T T CCGAACA T AAC T T A T A T TGAAGC T ACA T T A T TGAA T T A T T A T AAC T TGT T AC T T AAA
CGAAAAA T AAAAGAGTGT T T T A T A T AGT C T AA T A T AAA T AAA T - - GT A T T TGT T T T A T A T T T AAA TGGA T TGT AAGT CCA T T CAGGC TGGT T C TGGTGT T - - - - - - - - - - A T A TGCGCGAAA T T AAA TGT A T T AGA T T AAGAC T AA T AAAA T ACCGAACAGT A T TGC T CAG - - - - - - GCA T T TGT AGAGGT T AG - T AAA TGGC T A T CGC T
CGAAAAA T AAAAGAGTGT T T T A T A T AGT C T AA T A T AAA T AAA T - - GT A T T TGT T T T A T A T T T AAA TGGA T TGT AAGT CCA T T CAGGC TGGT T C TGGTGT T - - - - - - - - - - A T A TGCGCGAAA T T AAA TGT A T T AGA T T AAGAC T AA T AAAA T ACCGAACAGT A T TGC T CAG - - - - - - GCA T T TGT AGAGGT T AG - T AAA TGGC T A T CGC T
A T C T AAA T AAAGT CA T A T T T A T T T T A T T T A T A T - - - - - - - - - - - - - T AGGTGT T T T A T A T T T AAA TGGA T TGT AAGCCCA T T CAGGC TGGT T C TGGTGT T - - - - - - - - - - A T A TGCGCGAAA T T AAA TGT A T T AGA T T AAGAC T AA T ACAA T ACCGAACA T T AGGGAA T T T AAA T TGAAA T A T AAAGAGAACAA T T AAA TGGA T TGCAAA
C T T AA T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC T A T TGT T T T A T A T T T AAA TGGA T TGT AAGT CCA T T CAGGC TGGT T C TGGTGT T - - - - - - - - - - A T A TGCGCGAAA T T AAA TGT A T T AGA T T AAGAC T AA T AAAA T ACCGAACACC T A TGC T - - - - - - - - T T CGTGTGC TGAGAA TGG - AGAC T C TGGT A T T T T
- - - - - - - - - - - - - - - - - - - - - - GC T A T CA T T T T TGCGT T AAGT T T - AA T C TGT T T T A T A T T T AAA TGGA T TGT A TGT CCA T T CAGGC TGGT T C TGGTGT T - - - - - - - - - - A T A TGCGCGAAA T T AAA TGT A T T AGA T T AAGAC T AA T AAAA T ACCGAACACAA T C T A T T A - - - - ACAAAA T T T AGCGGTGA T T - - - - - - CGT T AGGT AA T
T T C T T T C TGAA T A T AAGC T T AAA T CA T C T T CGT T ACGCCAACC T AAAAGT TGT T T T A T A T T T AAA TGGA T TGT AAGCCCA T T CAGGC TGGT T C TGGTGT T - - - - - - - - - - AAA TGCGCGAAA T T AAA TGTGT T AGA T T AAGAC T AA T AAAA T ACCGAACAAAAGT CA T AAC T CCACAAGA - T T AACGAGAA T T A - - - - AGA TGT CA T AA T
TGA T T AAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAGGTGT T T T A T A T T T AAA TGGA T TGT AAGT CCA T T CAGGC TGGT T C TGGTGT T - - - - - - - - - - A T A TGCGCGAAA T T AAA TGT A T T AGA T T AAGAC T AA T AAAA T ACCGAACAAGAGGT A T AC TGT T A T T A T A T A T CC T CA T AGT A T T T T T T T A TGT AA TGGG
T T T TGT ACAAGTGCAAACC T AA T C T - - - - - - - - - - - - - - - - - - - - - - - - GTGT T T T A T A T T T AAA TGGA T TGT AAGCCCA T T CAGGC TGGT T C TGGTGT T - - - - - - - - - - A T A TGCGCGAAA T T AAA TGT A T T AGA T T AAGAC T AA T AAAA T ACCGAACAGT A TGT A T T AGGA - - - TGT A T T T CAGGAAAA T AGT T AAA TGGC T CAGAAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - T A T AA TGT T T T T T AAA - - - - - AC TGT T T T A T A T T T AAA TGGA T TGT AAGT CCA T T CAGAC TGGT T C TGGTGT T - - - - - - - - - - A T A TGCGCGAAA T T AAA TGT A T T AGA T T AAGAC T AA T AAAA T ACCGAACAAAAAC T CAA T A T T AAC T A T AC T T T AA T CGGA T A T C T T A T CGT CAAACGAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAC TGTGT T T T A T A T T T AAA TGGA T TGT AAGCCCA T T CAGGC TGGT T C TGGTGT T - - - - - - - - - - A T A TGCGCGAAA T T AAA TGT A T T AGA T T AAGAC T AA T AAAA T ACCGAACACAC TGACAAC TGC T - - - - - - - - - - - - - - - - - - - - - CAGAC T TGC T T AAA T
T T T TGT ACAAGTGCAAACC T AA T C T - - - - - - - - - - - - - - - - - - - - - - - - GTGT T T T A T A T T T AAA TGGA T TGT AAGCCCA T T CAGGC TGGT T C TGGTGT T - - - - - - - - - - A T A TGCGCGAAA T T AAA TGT A T T AGA T T AAGAC T AA T AAAA T ACCGAACAGT A TGT A T T AG - - - - - - GTGT T T CAGGAAAA T AGT T AAA TGGC T CAGAA T
- - - - - - - - - - - - - - - - - - - - - - GC T A T CA T T T T TGCGT T AAGT T T - AA T C TGT T T T A T A T T T AAA TGGA T TGT A TGT CCA T T CAGGC TGGT T C TGGTGT T - - - - - - - - - - A T A TGCGCGAAA T T AAA TGT A T T AGA T T AAGAC T AA T AAAA T ACCGAACACAA T C T A T T A - - - - ACAAAA T T T AGCGGTGA T T - - - - - - CGT T AGGT AA T
T T C TGGA T T AAGCCGGAACCAC T T TGACA T AGT T T T CGACGA T T ACACA T TGT T T T A T A T T T AAA TGGA T TGT AAGT CCA T T CAGGC TGGT T C TGGTGT T - - - - - - - - - - A T A TGCGCGAAA T T AAA TGT A T T AGGT T AAAAA T CGT CAAAAGT TGGT CA T AA TGCGAAAAAAA T T T CAA T T T C TGAA T T A T C - - - - - - - - - - - - - - - - -
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TE: ltr_1_family_114.fasta.b.bed_uf.bed_g_2.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: 390bp; fragments: 101; full length: 90 (>=351bp)
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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 390 bp
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TE: ltr_1_family_114.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 690bp; fragments: 101; full length: 0 (>=621bp)
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TE consensus genomic coverage plot (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_114

 size: 404bp; fragments: 112; full length: 91 (>=363.6bp)
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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 404 bp



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

TE consensus after TEtrimmer (bp)
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