
Start crop Point End crop Point

MSA length = 548
T T TGAC TGGTGTGT T T T T AA T AAA T A T T T T T T T C T TGGACGA TGT A T T TG - - - - CAAAA - - AA T T T AAAAC T TGTGT CAAGAACAAGAA T T T T AAGA T T T - - - - - - - - - - CCC T A T AAACCAGGGT CGCGAC - AC T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T AA TGT A TGAAA T T CC T AA T T T AC T T TGCA T A T C
T - - - - - - - - - - - - - - - - - - - - - - A T A T TGT A T T T T AGT A T AA T TGAGGT T - - - - - - - - - - - - - - - - - - - - A T A T TGT CAAGAACAAGAA T T T T AAGA T T T - - - - - - - - - - CCC T C T AAACCAGGGT CGCGACAA T A T T AA - - CGT A T AGT T TG - - - - - - - T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CAAAA T T T - - - - - - - CA T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T TGT CAAGAACAAGAA T T T T AAGA T T T - - - - - - - - - - CCC T C T AAACCAGGGT CGCGACAA T A T C - - - - - GT T T A T T T T TG - - - - - - - - - - - - - - - - - - - - - - - - - - ACACAGTGT T T CGC T AA T C - AA T T AGCAGT
T TGT T T T CA T A T C T T T A T - - - - - - T T T C T T T A T A T T T AACGC TGGGGACCAGC T CAGGA - - - - - CCGGGGGAAA TGT CAAGAACAAGAA T T T T AAGA T T T - - - - - - - - - - CCC T C T AAACCAGGGT CGCGACAA T A T C - - - - - - - - - - - - - - - - - - - - - - A T T TGT TGT CCA T T A T AAAAAAAAAACAAA T A T AAA T T T ACAGA TGT T T T
T C T T CGCGCCA TGT CGGT AGT CGAGA T T T CAA T T CGAGT T AAC T CGAGT T - - - - T AAA T T C T ACGT A T A T A T A T TGT CAAGAACAAGCA T T T T AAGA T T T - - - - - - - - - - CCC T C T AAA T CAGGGT CGCGACAA T A T T AA - - CA T T CAC T T T AA T T T T A T T T T A T A T AACAA T A TGT T AAA T ACAA T T AGT CCAAAA T CGCA T T C T CA T T
T TGT T T T CA T A T C T T T A T - - - - - - T T T C T T T A T A T T T AACGC TGGGGACCAGC T CAGGA - - - - - CCGGGGGAAA TGT CAAGAACAAGAA T T T T AAGA T T T - - - - - - - - - - CCC T C T AAACCAGGGT CGCGACAA T A T AGCGC T AAGT T T C T T T A T C T CA T T T TGA T AGT CAA T CCCGGGA T CGCGGT T T - - - - - - - C T T A T C T CGGGA T T
T TGT AACAAGAA T T T T A T - - - - - - T T T T - - - - T T T T AC T T AC T AAA T A TGAA T T T AA T A T T T A T T T T T TGA T A T TGT CAAGAACAAGAA T T T T AAGA T T T - - - - - - - - - - CCC T C T AAACCAGGGT CGCGAC - A T A TGGAGCCA T A T T T T T T TGT T T T A T A T T A T T T T T TGGCCAGT AAAA T AAAAAC T AC T AA T A T T T A T A T T C T T A TG
T T T AGA T AAC T T C T T T A T - - - - - - T T T T AAGA T T T TGA TGGT CAAACA T C - - - - - - - - - - - - - - - - T AAGA T A T TGT CAAGAACAAGAA T T T T AAGA T T T - - - - - - - - - - CCC T C T AAACCAGGGT CGCGAC - A T A TGGAGCCA T A T T T T T T TGT T T T A T A T T A T T T T T TGGCCAGT AAAA T ACAAA T T AC T AA T A T T T A T A T T C T T A T T
T TGT T T T CA T A T C T T T A T - - - - - - T T T C T T T A T A T T T AACGC TGGGGACC - - - - - AGGA - - - - - CCGGGGAAAA TGT CAAGAACAAGAA T T T T AAGA T T T - - - - - - - - - - CCC T C T AAACCAGGGT CGCGACAA T A T TGAGA T A TGAAC T A T CGA T T T A - T AGAC T CGCCCACAAA T AAA T T T CAAACC - - - - - - - T CCCCA T CGACGT C
C TGT CCC TGT A - - - - - - - - - - - - - - - - - - - - - - - - - - ACAGCCGAAGA TG - - - - T AA T A - - - - - A TGACGA T A T TGT CAAGAACAAGAA T T T T AAGA T T T - - - - - - - - - - CCC T C T AAACCAGGGT CGCGAC - A T A TGGAGCCA T A T T T T T T TGT T T T A T A T T A T T T T T TGGCCAGT AAAA T ACAAA T T AC T AA T A T T T A T A T T C T T A T T
T CGT A TGT AC T T AGC TGCAA T AAAAA T A T T T CAA T T A T C TGAAGT AAA TG - - - - TGGAAC T T T TGT ACC T A T A T TGT CAAGAACAAGAA T T T T AAGA T T T - - - - - - - - - - CCC T C T AAACCAGGGT CGCGACAA T A T C - - - - - - - - - - - - - - - - - - - - - - T TGT T T TGT C - - - - - - - - - - - - - - - - - - - A T T AAAA T T C T TGGT T A TGGT
T TGT T T T CA T A T C T T T A T - - - - - - T T T C T T T A T A T T T AACGC TGGGGACCAGC T CAGGA - - - - - CCGGGGGAAA TGT CAAGAACAAGAA T T T T AAGA T T T - - - - - - - - - - CCC T C T AAACCAGGGT CGCGACAA T A T A - - - - - - - - - - - - - - - - - - - - - - T T T CA T AAC T AAGGT AAAAAA T ACA T T T T - - - - - - - T T AAC - - - - - - GT T
T T T TGAGAAACACCCGA T AA T AAA T T CA T CAACGT T A T T T AA T ACACACCAGC T CAA T A T T T A T T TGT T AA T A T TGT CAAGAACAAGAA T T T T AAGA T T T - - - - - - - - - - CCC T C T AAACCAGGGT CGCGACAA T A TG - - - - - - - A T T A T T T TG - - - - - - A T A TGT CGT AAACAGT A T CAA TGT CAGT T T T T CAAGT T T A T T T A T T CA T T
T T T TGAGAAACACCCGA T AA T AAA T T CA T CAACGT T A T T T AA T ACACACCAGC T CAA T A T T T A T T TGT T AA T A T TGT CAAGAACAAGAA T T T T AAGA T T T - - - - - - - - - - CCC T C T AAACCAGGGT CGCGACAA T A TG - - - - - - - A T T A T T T TG - - - - - - A T A TGT CGT AAACAGT A T CAA TGT CAGT T T T T CAAGT T T A T T T A T T CA T T
- - - - - - - - - - - - - - - - - - - - - - - - T T T AC TGACGA T A TGTGGT ACCCGT T - - - - - CAGA - - - - - T AGA T AA T A T TGT CAAGAACAAGAA T T T T AAGA T T T - - - - - - - - - - CCC T C T AAACCAGGGT TGCGAC - A T A TGGAGC - - - - - - - - - - - - - - - - - - C T A T T T T T T ACACCACCACGACA TGTGGT A T C T C T T T T T A T A T T T T T T T T
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TE: ltr_1_family_196.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: 548bp; fragments: 419; full length: 217 (>=493.2bp)
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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 548 bp
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TE: ltr_1_family_196.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: 859bp; fragments: 417; full length: 0 (>=773.1bp)

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_196

 size: 504bp; fragments: 406; full length: 235 (>=453.6bp)

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

Before TEtrimmer 504 bp



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

TE consensus after TEtrimmer (bp)
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