
Start crop Point End crop Point

MSA length = 1867
C T - - - - - - - - C T TGAAAGCGAAA T T T C - - - - - - - - - - - - - - AGA T T AA T T T A T T T AA TGT AGT T AAAA T T TGAAA T AC T T T T A T CA T A T CAGA T AAA T T T - - - - - - - - - - A TGAAGC TGT T T TGGC T T T T TGT ACAA T AAAGCGT TGGT T T T T T T T T T T T AAACG - - - - - - - - - - - - GT ACAGAGTGT CCCAAA T AAAAAA - - - - - - - - -
C T - - - - - - - - C T TGAAAGCGAAA T T T C - - - - - - - - - - - - - - AGA T T AA T T T A T T T AA TGT AGT T AAAA T T TGAAA T AC T T T T A T CA T A T CAGA T AAA T T T - - - - - - - - - - A TGAAGC TGT T T TGGC T T T T TGT ACAA T AAAGCGT TGG - - T T T T T T T T T T AAACG - - - - - - - - - - - - GT ACAGAGTGT CCCAAA T - AAAAA - - - - - - - - -
T T T A T AAA T A T T CAAA TGCAAAACA T CGT T AGTGAAA TGAA T AA T T C T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT T T - - - - - - - - - - A TGAAGC TG - - T TGGC T T T T TGT ACAA T AAAGCGT TGT T T T T T T T T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GT - - - - - - - - GT C T AGAA T AAGAC T T C T T TGGGACAGT C T T T AA T T CACC T A T T T AA TGT AGT T AAAA T T TGAAA T AC T T T T A T CA T A T CAGA T AAA T T T - - - - - - - - - - A TGAAGC T A T T T TGGCA T T T TGT ACAA T AAAGCGT TGT T T T T T T T T C T A TGAAAG - - - - CAA TGCGGACAAAAAACA T T T AAA T AAACAGC - - - AA T A T A
C T T A T AA T T AAAA T AAAA T AAA T A T T A - - AGGT T T AAGA TGAAA T AAGCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGAAACC - C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAGAA TGCCA T T A T T AACAC T AA T T AA - - AAACCAAAGAAGAGA T TGT A
AA T A T AAA T A T T AAGGAA T AAGAC T T C T T TGGCACAGT C T T T AA T T CACC T A T T T AA TGT AGT T AAAA T T TGAAA T AC T T T T A T CA T A T CAGA T AAA T T C - - - - - - - - - - A TGAAGC TGT T T TGGCGT T T TGT ACAA T AAAGCGT TGT T T T T T T T AA T T T A TGT A - - - CC T T CGAA TGT C T AAA T TGACCGGAC T AAAAAA T CGT AAA T A
A T - - - - - - - - A T AGAA T ACACCAA TGG - - - - - - - - - - - - - - AAA TGGAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGAAGC TGT T T TGGC T T T T TGT ACAA T AAAGCGT T T T - T T T T A T A T T TGGAGCGA TGT AGA TGCAAACA T A T A T CGT CC T AGAGAGAAGAGCGAA TGCC
A T - A T AAACAGT TGGA T A T AAGAA T CA T T CA T AACGGT CCAAAA T T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGAAGC TGT T T TGGC T T T T TGT ACAA T AAAGCGT TGT T T T T T T T C T T T T AAA T A T TGAAA T TGT AA T TGGCAACC T AA T AGGCAAA T AGGT TGA T T TGA
T A - - - - - - - - CC T T CAAA T AA T AC T T CAA T A T T A T AGCGT CAAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGAAGC T - T T T TGGC T T T T TGT ACAA T AAAGCGT T TGT T TGT T T T T C T TGCCGGA TGGT AGTGT AAACGCAC T T T T A T T T C TGCGA T AGGGGAAAAA T C
T T - - TGAA T A T T A TGT AA T AAA T T T T T - - - - - - - - - - - - - - - - - - - A T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGAAGC TGT T T TGGC T T T T TGT ACAA T AAAGCGT TGT T T T T T T T - - - - - - - - - - - - - T A TGAGAGAA TGAAAGA T AA T CACCGCGA T A T T T A T AAC T CA
AA T A T AAA T A T T AAGGAA T AAGAC T T C T T TGGCACAGT C T T T AA T T CACC T A T T T AA TGT AGT T AAAA T T TGAAA T AC T T T T A T CA T A T CAGA T AAA T T T - - - - - - - - - - A TGAAGC TGT T T TGGC T T T T TGT ACAA T AAAGCGT T T T T T T T T A T A T T T T AAAAA - - - T C T C T AAAA T CAGAAA T TG - - - - - - - - - - - AGAACGGACAAA
AGT - - - - - - - CC T AGT T A T AAA T A T T T T T AAGT CC T ACGGC T AA T AC T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGAAGC TGT T T TGGC T T T T TGT ACAA T AAAGCGT T T A T T TGT T T T T C T TGGA T T ACGAGT CCAGGAA T T C TGAGCA T T CGT CGCCAAAGACC - - - - - - A
AA - - - - - - - - - - - - - - - - - - - - - - - - - - - ACACACGAGC T T TGA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGAAGC TGT T T TGGC T T T T TGT T CAA T AAAGCGT TGT T T T T T T T A T T T T AA T AAA - - AGT CGGC TGA TGCCGGGTGTGGGA T T CGAA - - - - - - - - - - - -
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TE: ltr_1_family_5.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_ceg.fa_ce.fa_gs.fa_bc.fa
 size: 1867bp; fragments: 6310; full length: 196 (>=1680.3bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1867 bp
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TE: ltr_1_family_5.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: 2300bp; fragments: 6224; full length: 0 (>=2070bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_5

 size: 214bp; fragments: 3892; full length: 2714 (>=192.6bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 214 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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