
Start crop Point End crop Point

MSA length = 220
T T T CCAGT T AA TGT TGAAA T T - - A TGA T TGT AA T T T AA T CCA T ACAGCA T TGAGGGGGAGT - GT TGA T A T ACAA TGC TGT A T T T AGT A T T AGT ACA T A T A - - - - - - - - - - GT T A T AA T T AAAGT T A T AGAA T CAGT AAA T ACGGT T T T T AC TGCGA T CCA TGAACC T T C T A T AC T C T CAAC TGA T T T CA T A T C T A TGT T A T CAAGA T ACA
CGACCA T C T AA T AACCAAC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT TGA T A T ACAA TGC TGT A T T T AGT A T T AGT ACA T A T A - - - - - - - - - - GT T A T AA T T AAAGT T A T AGAA T CAGT AAA T ACGGT T T T T AC TGCGA T CCA TGAACC T T C T A T AGGT T AAGT AAAA T CGGAAAAAA T AC TGTGGAA T T T TG
T T T C T AGT T AA TGT TGAAA T T T T A TGA T TGT AA T T T AA T CCA T ACAGCA T TGAGGGGGAGT TGT TGA T A T ACAA TGC TGT A T T T AGT A T T AGT ACA T A T A - - - - - - - - - - A T T A T AA T T AAAGT T A T AGAA T CAGT AAAGACGGT T T T T AC TGCGA T C - - - GAACC T T C T A T A - - - - - - - T T AAA T T AA T A - - - - - - - - AAAACCA T C T A
A T AA T AA T T AA T T T T AA T T T A T T A TGA T CA T T A T T T A T T CCC T A T AGACC T AAGCA TGAAC TGT TGA T A T ACAA TGC TGT A T T T AGT A T T AGT ACA T A T A - - - - - - - - - - A T AA T AA T T AAAGT T A T AGAA T CAGT AAAGACAGT T T T T AC TGCGA T CCA TGAACC T T C T A T A T T T TGTGCAAA T T T CACC T TGAAGT T A T T AGGA T AAA
T T TGT AA T T AA T T - - - - - - - - - - - - - - - - ACAGTGAAA T C T AAAC T AGC T TGAGA TGGA T T TGT TGA T A T ACAA TGC TGT A T T T AGT A T T AGT ACA T A T A - - - - - - - - - - A T AA T AA T T AAAGT T A T AGAA T CAGT AAA T ACGGT T T T T AC TGCGA T CCA TGAACC T T C T A T AGA T T AGGCCCAGT CCA TGCCCAGA T A T AAGAGT TGGA
T T T CAAA T CAAA T T CAAA T - - T T A TGAACGT CA - - - - - - - - - AACAGAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AA T AA T T AAAGT T A T AGAA T CAGT AAA T ACGGT T T T T ACAGCGA T CCA TGAACC T T C T A T AGA T TGAAAAAAA T A T A T A T AAAAA T AAAA T AAAAA T A
TGAA T AA T CAA T AA T TGAA T T T T AAAA T T A - - - - - - - - - - - - TGT AGGGGTGAAGGT AGT T TGT TGA T A TGCAA TGC TGT T T T T AGT A T T AGT ACA T A T A - - - - - - - - - - A T T A T AA T T AAAGT T A T AGAA T CAGT AAA T ACGGT T T T T AC TGCGA T CCA TGAACC T T C T A T AGT T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T TGT AGC T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT TGA T A T ACAA TGC TGT A T T T AGT A T T AGT ACA T A T A - - - - - - - - - - A T AA T AA T T AAAGT T A T AGAA T CAGT AAAGA T AGT T T T T AC TGCGA T CCA TGAACC T T C T A T AGGT T AGGCACAGT CCA TGCCCAGA T A T AAGAA T TGGA
T T T C T AGT T AA TGT TGAAA T T T T A TGA T TGT AA T T T AA T CCA T ACAGCA T TGAGGGGGAGT - GT TGA T A T ACAA TGC TGT A T T T AGT A T T AGT ACA T A T A - - - - - - - - - - A T AA T AA T T AAAGT T A T AGAA T CAGT AAAGA T AGT T T T T AC TGCGA T CCA TGAACC T T C T A T AC T T A T T CC T AGA T T CA T AG - - - TGCCAAAGAC T T T CG
T T A T T AA T T A T T A T TGAAC - - - - A T AA T T AC T A - - - - - - - - - - - - - - - - - - AAAGA TGGA T TGT TGA T A TGCAA TGC TGT A T T T AGT A T T AGT T CA T C T A - - - - - - - - - - A T T A T AA T T AAAGT T A T AGAA T CAGT AAA T ACGGT T A T T AC TGCGA T CCA TGAACC T T C T A T A T AGA TGGT AACGT C T A T A T T A T AA T AAAACAAA T AGA
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TE: ltr_1_family_135.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: 220bp; fragments: 12; full length: 9 (>=198bp)
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No TE domain detected

After TEtrimmer 220 bp
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TE: ltr_1_family_135.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: 520bp; fragments: 12; full length: 0 (>=468bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_135
 size: 216bp; fragments: 12; full length: 9 (>=194.4bp)
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Before TEtrimmer 216 bp



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

TE consensus after TEtrimmer (bp)
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