
Start crop Point End crop Point

MSA length = 1467
- - - - - - - - - - - T TGT TGGT CCAGT CCAGT TGT T C T AGT A T T CC TGT AAC T TGT AGCGT T T T T T T AAAACA T T A T CAC TGCGAACGGCAGC T T T T CGT TGG - - - - - - - - - - AAAAAGACA TGCAACGAA T T AAAAACGT T ACAAGC T T TGGGGA - - T T C T T C TGGGGT TGT T T T A - - - - - - - - - - - - - - - - - T A T A T CA T T AC T C T TGC T T
GAAGT AACAAA T AACAA T T T T T A T AGGAACAA TGA T AA TGT CA T A TGA T T TGT AGCGT T T T AA T AAAACA T T A T CAC TGCGAACGGCAGCGT T T CGT TGG - - - - - - - - - - AAAAAGACA TGT AACGAAC T AAAAACGT T ACAC TGCCC T CC T T AA - - - - - - - - - - - - - - - - - - - GAAAAGAAA TGGACC TGT AAGGT ACAC T T T C T T T T T
GAA - - - - - - - - T T C TGGAA T CGGT T CA T C T A - - GCCA T T T C TGGA T C T A T TGT AGCGT T T T T T T AAAACA T T A T CAC TGCGAACGGCAGC T T T T CGT TGG - - - - - - - - - - AAAAAGACA TGT AACGAAC T AAAAACGT T ACAC T A T A T A T A T A - - - - - T T A T A T A T A T A T A T T AA T A T A T A T A T A T A T A T A TGT A T CCGT T C T T ACAAGT
- - - - - - - - - - A T CAGTGT ACGA T C T AA T AA TGCA T AA T A T T AA T CGT AA T TGT AGCGT T T T T T T AAAACA T T A T CAC TGCGAACGGCAGC T T T T CGT TGG - - - - - - - - - - AAAAAGACA TGT AACGAAC T AAAAACGT T ACA T T A T T A T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AAA T CAAC T T C T ACA - - -
- - - GGAGCGA - T T AAAAAGT T A T CAAAA - - - - - A T CA T C T T - - - - - - - - - - GT AGCGT T T T T T T AAAACA T T A T CAC TGCGAACGGCAGC T T T T CGT TGG - - - - - - - - - - AAAAAGACA TGT AACGAAC T AAAAACGT T ACAA T C T T T T ACAAAA T T C T T T T T T AAC T A T T C T A - - - - - - - - - - - - - - - - - T AAA T CGT T T T T - - - - - - -
A - - - - - - - - - - T T T T AAAAC T T T T T AAAA T A T T T ACA T T T T TGAA T CA T A TGT AGCGT T T T T T T AAAACA T T A T CAC TGCGAACGGCAGC T T T T CGT TGG - - - - - - - - - - AAAAAGACA TGT AACGAAC T AAAAACGT T ACAACAA TGT CA T A T T T T C T T TGT T AGCC T T T T - - T AAAAAGGGT AGAAC TGT AGAA TGT AA T T T ACAGA -
GAAGGA T T ACA T T AA TGT T TGGGT TGAAAAA T T AACAGGT TGGT T T T AAGTGT AGCAC T T T T T T AAAACA T T A T CAC TGCGAACGGCAGC T T T T CGT TGG - - - - - - - - - - AAAAAGACA TGT AACGAAC T AAAAACGT T ACAAGA - - - - - - - - - - - - - - - TGACAGCAGTGT T AAGGGGGGA T T T CAGAAAAAAAA TGT A T T T T T T T T AG
AAAGGGA T AAA T T T T TGT T T T AAC TGACACA T TGT T AAAGT TGGAC T AAC TGT AGCGT T T T T T T AAAACA T T A T CAC TGCGAACGGCAGC T T T T CGT TGG - - - - - - - - - - AAAAAGACA TGT AACGAAC T AAAAACGT T ACAAGACAGC T A TGAA T T C - - - - - - - - - - - - - - - - T AGA T T T T A T AAAA T AA T AAAGT T T AA T C T A T T CA -
AA - GGAA TGAA T TGAGGGGT T AAA T AGGAGA T CA T T A T C T T - - - - - - - - - - GT AGCGT T T T T T T AAAACA T T A T CAC TGCGAACGGCAGC T T T T CGT TGG - - - - - - - - - - AAAAAGACA TGT AACGAAC T AAAAACGT T ACAA T C - - - - - - - - - - T T C T - T AC T AA T T T T T T CA T AAAA TGAC T T AAA T C T T AAGT CA T A T T T AA - - - - -
G - - - GAGAAA - T CA T CA TGT T AAC TGGAGCGT CA T CGC T T T CAAGT CAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGGA - - - - - - - - - - AAAAAGACA TGT AACGAAC T AAAAACGT T ACA T TGT T AA T AAAAAAAC - T T AA T AGAA T A T C T A - - GAAAGT CCCGT ACCGT A T A T CAA T T C T T A - - - - -
ACAGT AA T T A - T T TGA T AA T T AC T T ACAAGG - - A T T AC T T T T AAA T C T A T TGAAGCGT T T T T T T AAAACA T T A T CAC TGCGAACGGT AGC T T T T CGT TGG - - - - - - - - - - AAAAAGACA TGT AACGAAC T AAAAACGT T ACAA T A T T - - - - - - - - - - - - - T TGAAA T TGT T T - - AAAAAACAGT AGGAGT AAAAA TGAC T T T T TGTGT T T
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TE: ltr_1_family_257.fasta.b.bed_uf.bed_g_3.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: 1467bp; fragments: 9679; full length: 45 (>=1320.3bp)
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TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 200 400 600 800 1000 1200 1400

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1467 bp
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TE: ltr_1_family_257.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 1769bp; fragments: 9672; full length: 0 (>=1592.1bp)
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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 self dotplot (bp)
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Before TEtrimmer 663 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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