
Start crop Point End crop Point

MSA length = 319
- - - - - - - - T CAA T T AGA T CAA T - - - - - - - - - - - - - - - - - - - - - - - - - - A T TGT T AACGCC T A T CG - - T T T T T A T A T T A T T T T T T A T T A T T T T A T AC TGT T - - - - - - - - - - AAAAACAAAAG - AAAA T CCAGCGT A T T AACA T A TGGT CC T T CGAGGA T AAAAAGT AAAA T TGAAGAAA T T CGT CAAAAA T CA T CAAAAAAC TGAAAA T T C
A T A TGT T T TGT T C TGT A T T T TGAAAGA T TGT CC T T T CAAGGCGGGGGGCA TGT T AACGCC T A T CG - - T T T T T A T A T T A T T T T T T A T T A T T T T A T AC TGT T - - - - - - - - - - AAAAACAAAAG - AAAA T CCAGCGT A T T AACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - C T AAC T T CAAA T AGA T T C T C T AAA T T C TGT A T T T AAA T T T T AACCGAC TGT T AACGCC T A T CG - - T T T T T A T A T T A T T T T T T A T T A T T T T A T AC TGT T - - - - - - - - - - AAAAACAAAAG - AAAA T CCAGCGT A T T AACA T A TGGT CC T T CGAGGA T AAAAAGT AAAA T TGAAGAAA T T CGT CAAAAA T CA T CAAAAAAC TGAAAA T T C
A T A TGT T T TGT T C TGT A T T T TGAAAGA T TGT CC T T T CAAGGCGGGGGGCA TGT T AACGCC T A T CG - - T T T T T A T A T T A T T T T T T A T T A T T T T A T AC TGT T - - - - - - - - - - AAAAACAAAAG - AAAA T CCAGCGT A T T AACAC - - - - - - - - - CGA - - - - - - A - - - - - - - T T T T CAACGGT T C T T CAAAAGT T T T C - - - - - - - - CA TGGT T T
CGTGA T A T T T TGA T AAAC T C TGAAC T TGTGC TGC T T T T AAA T AACAAGT T TGT T AACGCC T A T CGT T T T T T T T T A T T A T T T T T T A T T A T T T T A T AC TGT T - - - - - - - - - - ACAAACAAAAGAAAAA T CCAGCGT A T T AACA T A TGA T T ACC T AAAAACCGGCCGAAAA T T AAA T AA TGCA T T T T T ACCCCGT T T A TGAAAA T AAGT A T T T
CAAAAAAA T AAGA T A T AA T T T T T AAA T T T A T TGT T T CAGACCAA T AAGGT TGT T AACGCC T A T CG - - T T T T T C T A T T A T T T T T T A T T A T T T T A T AC TGT T - - - - - - - - - - CAAAACAAAAGAAAAA T CCAGCGT A T T ACCACAGG - - - - - - - - - - - - - - - - - - - - T AAAA T T ACAA T T T T TGT CAAAA T AGT CCA T A T ACAGGGTGA T T C
A T A TGT T T TGT T C TGT A T T T TGAAAGA T TGT CC T T T CAAGGCGGGGGGCA TGT T AACGCC T A T CGT T T T T T T T T A T T A T T T T T T A T T A T T T T A T AC TGT T - - - - - - - - - - ACAAACAAAAGAAAAA T CCAGCGT A T T AACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GT ACAA T T CCAAC T TGAA T C T A T A - - - - - - C T CCCA TGA T T T AAAGACGT TGT T AACGCC T A T CGT T T T T T T T T A T T A T T T T T T A T T A T T T T A T AC TGT T - - - - - - - - - - ACAAACAAAAGAAAAA T CCAGCGT A T T AACA T A TGGT CC T T CGAGGA T AAAAAGT AAA T T TGAAGAAA T T CGT CAAAAA T CA T CGAAAAAC TGAAAA T T C
T T A T AA T CCAAAAAA T AA T T T T T AAACGT T T C T T T T TGGGGAGACC T ACA TGT T AACGCC T A T CGT T T T T T T T T A T T A T T T T T T A T T A T T T T A T AC TGT T - - - - - - - - - - ACAAACAAAAGAAAAA T CCAGCGT A T T AACAC T - - - - - - - - - - - - - - - - - - - - - - A T AAC T CACAAAA T T T - - - - - - CA T T T T AA T ACAAAC TGT AGT T C
- - A T ACAAC T AAGT AGGGT AC T T AAA T T T T C T T A T AAGA TGT T A T AAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AA T - - - - - - - - - - ACAAACAAAAG - AAAA T CCAGCGT A T T AACA T T TGGT CC T T CGAGGA T AAAAAGT - - - - T TGAAGAAA T T CGT CAAAAA T CA T CGAAAAAC TGAAAA T T C
A T AA T A T T TGCAACAAAA T T TGT AA T AACA T CAAAA T CGGT CAAAGGAGA - - - - - - - - - - - - - - - C T CCCGGCGCCAA T T T T T T A T T A T T T T A T AGTGT T - - - - - - - - - - ACAAACAAAAG - A T AAGCCAGCGT ACAACAGTG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GACAAA T A T T C
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TE: ltr_1_family_154.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: 319bp; fragments: 14; full length: 9 (>=287.1bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 319 bp
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TE: ltr_1_family_154.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: 622bp; fragments: 12; full length: 0 (>=559.8bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_154
 size: 297bp; fragments: 12; full length: 9 (>=267.3bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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