
Start crop Point End crop Point

MSA length = 8223
- - - T A T CCAGGT A T AGAA T T TGGCCA T T A T T AAAAA T T A - - - - - - - - - GT AA T T A T A T CCA T TGAGC TGGGT ACGT CACACGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAACGAAAAC T CGT - - - T A T TGTGGCAAAAC T A T C - - - - - - - - - - - GAC TGGC TGCAACGGC - -
T A T C T CCCGT A T T T T AA T A T C T T TGGT A T ACA T T AG - - - - - - - - - T CAC T AA T T A T A T CCA T TGAGC TGGGT ACGT CACACGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAACGAAAAC T CAC T AA - - - - - - - - - - - - - - - - - - - - - - - - - T AC T AA T T AAAGC T AAAA T AA T
T AGT AAA T AAGT AA T AGCA TGGCAACAACAA - - - - - - - - - - - - - - T AGTGAA T T A T A T CCA T TGAGC T TGGT ACGT CACACGCC T C TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAACGAAAAC T AGTGT AAA T T C TGT ACAGAAAAA T A T T T T AC T A T T TGT A T ACAACAAAA T A T T
- A T T CCC T A TGAGAC TGCC T TGCAAAAGGT C - - - - - - - - - - - - - AACGC T AA T T A T A T CCA T TGAGC TGGGT ACGT CACACGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAACGAAAAC T CGC T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- GA T T T T T AAACCAGAA T T T AC TGGAA T A T T - - - - - - - - - - - - - - T AGC T AA T T A T A T CCA T TGAGC TGGGT ACGT CACACGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAACGAAAAC T AGC T AA - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T A T TGA T T A T T ACGT C T A
T T T T T C T CAAA T AA T AA TGCC T T TGT A T A T T - - - - A T T A - - - - - - T AGC T AA T T A T A T CCA T TGAGC TGGGT ACGT CACACGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAACGAAAAC T AGC T A T TGT T TGAC TGTGT T T AACA T T - - - - - - - - T T C T T TGTGT AAGAC T A T
- - GGT TGAAA T CAA TGGT AC T AACA T T CA T T CACAA T CAGTGT T - - AGCCAA T T A T A T CCA T TGAGC TGGGT ACGT CACACGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAACGAAAAC T AGCC - - CA T T T T T CACAA T T CAACA T T - - - - T A T - T T T TGAA T ACGCCAA TGC
- GGA T T CCC TGCAGGGA T T T CG - - - - - - - - - AA T T A - - - - - - - - - - - - - T AA T T A T A T CCA T TGAGC TGGGT ACGT CACACGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAACGAAAAC T AGC T AAAACA T TGACCAACAAAACGT T - - - - - - - - GA T CAA T AA T AA T ACA T A
T AC T A T T T T T T CA T AAAACA T T T TGT CCAACGA T C T T TGA T A T T - AA T TGAA T T A T A T CCA T TGAGC TGGGT ACGT CACACGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAACGAAAAC T CGCAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A T ACGCCAAA T A T ACA T T T C T - - - - - - - - - - - - - - - - - - - - - - T T CGC T AA T T A T A T CCA T TGAGC TGGGT ACGT CACACGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAACGAAAAC T CGC T AACCCGT CAA T A T ACAGGGCA T T A T A T T A T T - - - - - - - - - - - - - - - - - -
T A T T A T CC TGAAAAGT A T T T T TGA T T T T A T T - - - - - - - - - - - - - T T CGCGAA T T A T A T CCA T TGAGC TGGGT ACGT CACACGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAACGAAAAC T CGCGT T - - - - - - - - - - - - - - - - - - A T T - - - - - - - - AA T CAGT CACAACA TGA T
- AGACCGCAAA T A T T T TGC T CCCGGTGT AAA - - - - - - - - - - - - - - - - GCGAA T T A T A T CCA T TGAGC TGGGT ACGT CACACGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAACGAAAAC TGGCGT T CGCGGCCGC TGGGGAAACAAC - - - - CGC T AGCCCA T T A T ACGACCCG
- - T T A T CCAAA T AA TGA T T T T T T C T T T AA - - AA T AA - - - - - - - - - - - - - T AA T T A T A T CCA T TGAGC TGGGT ACGT CACACGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAACGAAAAC T AAC T A T T A T TGT A T T CAA T A T AA T A T T - - - - T A TGT AA TGA T T A T AAAAC TGC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T AA T T A T A T CCA T TGAGC TGGGT ACGT CACACGCC T C TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAACGAAAAC T CAC T AA TGT AGGT C T A T AA T CA T C - - - - - - - - - - - T T T T A T T A T CGACA T ACC
- - - - - - - - - - - CA T AAAC T T T A - - - - - - - - - - - - - - - - - - - - - - - T AGC T AA T T A T A T CCA T TGAGC TGGGT ACGT CACACGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAACGAAAAC T AGC T A T CCCAC T T A T AAGCA T AA - - - - - - - - - - - - - - - - - A T AA T AACA T T T A
- AA T T AA T AAGTGA T AA T T T CCC T - - - - - - - - - - - - - - - - - - T T - T AGC T AA T T A T A T CCA T TGAGC TGGGT ACGT CACACGCC T C TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAACGAAAAC T AGC TGT T AAA T TGCA T AAAA T AAAA T T T T A T T - - - T T T T TGGT A T AAAA T T T T
- - - - - - - - - - ACAA T AA T T T T A - - - - - - - - - - - - - - - - - - - - - - - GGGGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAACGAAAAC T AGC T AACC T T T T T A TGAA T T T AGT - - - - - - - - - - - - - T C T ACAGT AACA T T T -
T CCAAAA T T A T TGAAAGA - - - GT TGGCAAACA T T - - - - - A TG - - - - - - CGAA T T A T A T CCA T TGAGC TGGGT ACGT CACACGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAACGAAAAC T AGCGA T A T T A T CGGT CAAAACA T T A T T T T T T T A T T T T T T CAA TGT AAAA T A T T
- - GT AACCAAACAA T C T A T T T ACAGT T AAACCA T AC - - - - - - - - - - - - - GAA T T A T A T CCA T TGAGC TGGGT ACGT CACACGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAACGAAAAC T CAC - - - - - - - - - GT T CAAA T CA T T A T C - - - - - - - - GA T CCCGT ACA T T AC T - -
- AACACA T AGGT A T T TGT T T T T T T AAGAAA T AA T A - - - - A T A T T T T AGTGAA T T A T A T CCA T TGAGC TGGGT ACGT CACACGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAACGAAAAC T AGT - - - - - - - GT A T T T TGT A T A T CA T T - - - - - - - - GT T T AAAAA T AACACAAA
- GGT A T CGCAA T AAA T AGC T C TGAAAACCC T AA T AA T T A - TGT T T T AGC T AA T T A T A T CCA T TGAGC TGGGT ACGT CACACGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAACGAAAAC T AGC TGT T AC TGAAA TGAAC T T AAGGT T - - - - T A T - CC T TGA T T A TGAGACGCG
- A T T A T ACAGAAAA T T A T T T T T T T AA T AAC T - - - - - - - - A TG - - - ACGCCAA T T A T A T CCA T TGAGC TGGGT ACGT CACACGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAACGAAAAC T CGCCA T - - - - - - - - - - - - - - - - - - A TGT T A T - - - - GC T TGT T TGT AA T AA T TG
- AGCGCC TGCGCGC TGGT AGT CA T T T ACAGCAA T A - - - - - - - - - CCGT AGAA T T A T A T CCA T TGAGC TGGGT ACGT CACACGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAACGAAGT T CAGT A TG - - T T T CAGT CGACAGAGC - - - - - - - - - - - CGT C T T C T ACGAAAC T T A
- GA T T T TGAAGCAA T T A T T T - - - - - - - - - - - A T T AA - - - A TGGT TGCGCGAA T T A T A T CCA T TGAGC TGGGT ACGT CACACGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAACGAAAAC T CGCGAA TGT AA T A T TGGACAGGGCA T T - - - - T A T T A T T T T C T T AAAAAA TGCA
- GAAA T TGAACCGT T CAGCCCCGTGT T ACCCAGT AAACA - - - - - - - - - - T AA T T A T A T CCA T TGAGC TGGGT ACGT CACACGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAACGAAAAC T CGC T A - CA T A T TGGC T CA T A T AGCA T T - - - - - - - - T A T T AAC TGT AAAA T AAC
- - - T A T TGCGGT A T TGA T T T T A - - - - - - - - - AA T A - - - - - - - - - - - - - - T AA T T A T A T CCA T TGAGC TGGGT ACGT CACACGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAACGAAAAC T CGC T A T TGT AGTGA T CCGT CCA T C - - - - - - - - - - - TGT T CGT T ACA T CGC T C T
- - C T AC T T T T T CGT T TGC T T TGCCGC T TGTGAA T AA T T AC TG - - - - - - CCAA T T A T A T CCA T TGAGC TGGGT ACGT CACACGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAACGAAAAC T AGCCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GAGGT A T T AAAGA T T T AA T T CGAGA T A T A T A - - - - - - - - - - - - - T T CGC T AA T T A T A T CCA T TGAGC TGGGT ACGT CACACGCC T T TGACGT CAC TGC T A - - - - - - - - - - C TGTGT T AGT T T T T AAAAAGT AA T TGT CCCGGT CACGAACGAAAAC T CGC T AA T TGAGT C T C TGAAAGAA T T T C T CA T CAAGCGT T AGAAGCGGCAGT T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGGACGAAAAC T AGCGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGTGT TGT T T T T T AAAAAGT AA T TGT CCCGGT CACGAACGAAAAC T AGCGGT T T T T T T A T T C T CAA T A T T AC T - - - - - - - - AA T CGAA T A T AA T ACA TG
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TE: ltr_1_family_421.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 8223bp; fragments: 890; full length: 43 (>=7400.7bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 8223 bp
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TE: ltr_1_family_421.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 8526bp; fragments: 891; full length: 36 (>=7673.4bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries



0 1000 2000 3000 4000

0
5

10
15

20
TE: ltr_1_family_421

 size: 4812bp; fragments: 502; full length: 1 (>=4330.8bp)
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(windowsize = 25, threshold = 50.00  09/10/25)
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