
Start crop Point End crop Point

MSA length = 4756
- - - - - T T CCAAAAAGCGT T ACCAAAACA T T T T TGA T A T T CAGCA T A T C T A TGA T AGC TGGC T T C - T C T AAA T T ACGT CAGC T ACGACACC TGA T C T CCGA - - - - - - - - - - AGTGGT T T AA T T T AAGT AAAAAGAC T AA T T A T C TGT CCC T AA T C T AACA T C T A T - - - - - - - - - - - T T AGT T A T T A TGAA T T AA T T T A T AAAAAA T C T A T C
AAAGTGAAGGAA T AGAAGT A - - - - - - - - - - - - - - - - - - - - - - - - - A TGT A TGA TGGC TGGC T T CGTGT AAA T T ACGT CAGC T ACAACACC TGA T C T CCGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AAACAGAGA
AAAGTGAAGGAA T AGAAGT A - - - - - - - - - - - - - - - - - - - - - - - - - A TGT A TGA TGGC TGGC T T CGTGT AAA T T ACGT CAGC T ACAACACC TGA T C T CCGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AAACAGAGA
CCGGGAGAGCAAAA T T A T T A T T AA T T CC TGT T TGT T A T T CA T CA T A TGT A TGA TGGC TGGC T T CGT C T AAA T T ACGT CAGC T ACAACACC TGA T C T CCGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAACAAAAC
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 A - - - - - T T A T A T A T A TGA T AGC TGGCGT CGT C T AAA T T ACGT CAGC T ACA T CACC TGA T C T CCGA - - - - - - - - - - AGTGGT T T AA T T T AAGT AAAAAGAC T AA T T A T C TGT CCC T AA T C T AACA T A T A T T T T A T T A T T T A T T AA T A T A T A T A T A T A T A T A T T AA T T CGT CACAAA
T ACA T A T A T AGA T AGCAC TG - - - - - - - - - - - - - - - - - - - - - - CA T A T T T A TGA T AGC TGGC T T C - T C T AAA T T ACGT CAGC T ACGACACC TGA T C T CCGA - - - - - - - - - - AGTGGT T T AA T T T AAGT AAAAAGAC T AA T T A T C TGT CCC T AA T C T AACA T T T A T T T T A TGT C T T C T T AA T CAA T T T AAAC T AA T A T T T AAACA T CGAACG
- - - - - - - - - - - - - - - - - - - - T T CAAA TGT A T T T TGT A T - - - T T T T A T AAA TGA T AGC TGGCGT CGT C T AAA T T ACGT CAGC T ACAACACC TGA T C T CCGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACA T - - - - - - - - - - - - - - GT CAA TGT TGCCAGA T TGC T AGAAAACAAA T A
- - - - - - - - - - - - - - - - - - - - T C T AGGTGGC TGTGA T - - - - - - - - - A T A T A TGA T AGC TGGCGT CGT C T AAA T T ACGT CAGC T ACAACACC TGA T C T CCGA - - - - - - - - - - AGTGGT T T AA T T T AAGT AAAAAGAC T AA T T AAAGGT CCC T AA T C T AACA T A T A T TGT AC T A TGT AA T AGC T T T AACAAC T AGT T A T T TGT AAAACAAAAA
- - - - - ACA T AAAAACCGGTGT T T T AC T CCC T ACACC - - T T A - - - - CA T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGTGGT T T AA T T T AAGT AAAAAGAC T AA T T A T C TGT CCC T AA T C T A T CA T A T A T T T T A T T A T T T A T T AA T A T A T A T A T A T A T A T A T T AA - - - - - - - - - - -
T A T A T A T A T T AA T A T A T A T A T A T A T - T A T A T A T A T A - - - - - T T A T A T A T C TGA T AGC TGGCGT AGT C T AAA T T ACGT CAGC T ACGACACC TGA T C T CCGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGA T T T T T T A T T T A T C TGGGT A T AAAAA T - T T T AC T T AAAC T T CAAAAA
T AAAC T TGCAAA T AA T T T T A T C T AGGCC T T T T T AACC T T CA T AA T A T AAA TGA T AGC TGGCGT CGT C T AAA T T ACGT CAGC T ACAACACC TGA T C T CCGA - - - - - - - - - - AGTGGT T T AA T T T AAGT AAAAAGAC T AA T T A T C TGT CCC T AA T C T AACA T AAA T A T T A T - - - - - - - - - GT CCAAAAAAACA T T T A - - - - CAAAACAAACA
T A T A T A T A T A T A T A T A T A T A T A T AACCGT A T ACACCAGCCAC TGT ACAC TGGA T AGC TGGCGT CGT C T AAA T T ACGT CAGC T ACAACACC TGA T C T CCGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGA T ACAAAGG
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TE: ltr_1_family_773.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: 4756bp; fragments: 700; full length: 0 (>=4280.4bp)
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After TEtrimmer 4756 bp
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TE: ltr_1_family_773.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 5166bp; fragments: 550; full length: 0 (>=4649.4bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_773
 size: 4458bp; fragments: 525; full length: 0 (>=4012.2bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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