
Start crop Point End crop Point

MSA length = 7470
T TGT T TGA T A T A T T T AA T T T AAC T T T T T CAAACAGGAA T AAA T AA T T T AGTGT T CAGGC T AGC T AAGACA T T T T TGT T AGA T T A T AA T AA T TGT T T A T AG - - - - - - - - - - CA T T T TGGT CC T ACAAGCCAGAAACA T T T TGGT T T T ACGAGCCCCAACCA - T AA - - - GCCA T A T CAGT AGAAAAAAGAAA - - - - - - - CAGAA T - - - A T C T
- - - - - - - - - - - - CC T AACC T AAC - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT T CAGGC T AGC T AAGACA T T T T TGT T AGA T T A T AA T AA T TGT T T A T AG - - - - - - - - - - CA T T T TGGT CC T ACAAGCCAGAAACA T T T TGGT T T T ACGAGCCCCA T CCACAAAGT TGT C T - - - - A T AAACC TGGCCAAAA - - - - - GT AAAA T - - - A T T T
A TGT T TGA T T CA T CAAC T C T T AGT T T T T TGT A T ACCAA T A T A T AAGT T AGTGT T CAGGC T AGC T AAGGCA T T T T TGT T AGA T TGT AA T AA T AGA T T A T AG - - - - - - - - - - CA T T T TGGT CC T ACAAGCCAGAAACA T T T TGGT C T T ACAAGCCACAACCAA T AA T - - GAAACAACCGTGACCAGAAAGAAA T TGAC T CA TGGT A T AGT T C
TGGT C TGAGC T A T T AA T C T T T A TGT T A T T AGA T A T AGA T C TGT AA T T T AGTGT T CAGGC T AGC T AAGACA T T T T TGT T AGAC T A T AA T AA T TGT T T A T AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGAGGTGAAGTGAAA - - - - CGT AAA T T - - - - - - -
A T - - - - - - T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T AA T T T A T TGT T CAGGC T AGC T AAGACA T T T T TGT T AGA T T A T AA T AA T TGT T T A T AG - - - - - - - - - - CA T T T TGGT CC T ACAAGCCAGAAACA T T T TGGT C T T ACGAGCCCCAACCA T - - - - T AGA T A T A T A T AGAAGA T CA T AGAGA T A T A T A T A T A T T A T T A T A T
GCGGT TGAAGCGA T T AA T CCAA T T T T T T CACACA - - - - - - - - - - - - - - - - TGT T CAGGC T AGC T AAGACA T T T T TGT T AGA T T A T AA T AA T TGT T T A T AG - - - - - - - - - - CA T T T TGGT CC T ACAAGCCAGAAACA T T T TGGT T T T ACGAGCCCCA T CCA T T AGT T TGGC T T ACGAGT AA T AAAA T AAAAA - - - CCGAAAAA T - - - AA T T
A T - - - - GGT AAA T T T AAA T T AGC T T T C T AA TGAA T AAA T A T A - - - - - - - - TGT T CAGGC T AGC T AAGACA T T T T TGT T AGA T T A T AA T AA T TGT T T A T AG - - - - - - - - - - CA T T T TGGT CC T ACAAGCCAGAAACA T T T TGGT T T T ACGAGCCCCAACCA T T AA T T T A T C T T CCGT T AAA TGT A T TGAAAGT T T T CGT AAAA T - - - A T T T
AGT T T T AAAACA T T AA T T CC T A T T T A T C T ACC T A T AA - - - - - T AA T T T AGTGT T CAGGC T AGC T AAGGCA T T T T TGT T AGA T TGT AA T AA T AGA T T A T AG - - - - - - - - - - CA T T T TGGT CC T ACAAGCCAGAAACA T T T TGGT C T T ACGAGCCACAACCAA T AA T T TGT A T CAA T AC TGGGAAGACAA T C T T AGT CACACAA T A T - GT C T
- - - - - - - - - - - - - - - - - - - - - - - T C T T T TGGACA T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAA T T T T A TGT A T AA TGT A T AA - - - - - - - - - - CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C - - - - - - - - - - - - - - AGTGGT C T A T CGGGAA T T T CCACGT AGCA T AA TGT
- - - - - - - - - - - - - - - - - - - - - - - T C T T T TGGACA T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAA T T T T A TGT A T AA TGT A T AA - - - - - - - - - - T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C - - - - - - - - - - - - - - AGTGGT C T A T CGGGAA T T T CCACGT AGCA T AA TGT
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT A T AAAA T TGAGT CGT AAA TGA T CGT CAGGCGA T AAAAGA T
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TE: ltr_1_family_574.fasta.b.bed_uf.bed_g_1.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: 7470bp; fragments: 667; full length: 0 (>=6723bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 7470 bp
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TE: ltr_1_family_574.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 7772bp; fragments: 665; full length: 0 (>=6994.8bp)
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TE consensus self dotplot (bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_574

 size: 6124bp; fragments: 115; full length: 1 (>=5511.6bp)
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TE consensus self dotplot (bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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