
Start crop Point End crop Point

MSA length = 1413
- - - - - - - TGAACACC - - A T TGAC T T T TGGAA T C T T CAGAAAAAA T A - - - - - - GCGCGT T T T A TGAC T T AC T AC T A TGTGT CAGCACGT T T AC TGAGC TGA - - - - - - - - - - T T CC T CC TGCAA T T T AACACGT TGGAGTGT T ACGGCGT AGT A TGAA T T CA T AAAAC - - - - - - - - - - - - - - - - - CA T CCAAAA T - - - - - - - - - - - - TGA TG
A - C TGAA T ACA T CC T A T ACA TGC T T T AGGT T TGCAC T T AAA T TGC T T T T A T AAAGCGT T T T A TGAC T T AC T AC T A TGTGT CAGCACGT T T AC TGAGC TGA - - - - - - - - - - T T CC T CC TGCAA T T T AACACGT TGGAGTGT T ACGGTGT AGT A TGAA T T CA T AAAACGCA TGCCCGAC - - - - T ACCC TGT A T A T - T T T A T T T AA T A T AA T A
AA - - - - A T CAAAGCC TGA T T T T T C T C T CGT A T T T T ACCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T CC T CC TGCAA T T T AACACGT TGGAGTGT T ACGGCGT AGT A TGAA T T CA T AAAACGCA T CGCCGT CGG - - - ACC T ACCAAA T - - - - - - - - - - - - - - - - -
- - T CGGACGAAAGC T - - - - - - - T ACGT A T AGCGT CCA T AAAAAA T AA T TGTGGAGCGT T T T A TGAC T T AC T AC T A TGTGT CAGCACGT T T AC TGAGC TGA - - - - - - - - - - T T CC T CC TGCAA T T T AACACGT TGGAGTGT T ACGGCGT AGT A TGAA T T CA T AAAA TGCGGAAGA T - - - - - - - A T AGTGAGAA T CC T T AAC TGA T ACAGTG
AC T CGT ACAAACC T T AGAGAAA T AAA T AAACC T ACGAGAGA T AC T T T T T A T TGAGCGT T T T A TGAC T T AC T AC T A TGTGT CAGCACGT T T AC TGAGC TGA - - - - - - - - - - T T CC T CC TGCAA T T T AACACA T TGGAGTGT T ACGGCGT AGT A TGAA T T CA T AAAACGCGT CCGAGAGGA T T T ACA T TGAAAA T AC T AA T T T CC T T T T AAG
GT T TGCGT CAACAC T T CA T T T T CCC T CGAGT T T T C T T CCAAAAACAAC T A - - - AGCGT T T T A TGAC T T AC T AC T A TGTGT CAGCACGT T T AC TGAGC T AA - - - - - - - - - - T T CC T CC TGCAA T T T AACACGT TGGAGTGT T ACGGCGT AGT A TGAA T T CA T AAAA TGC - - - - - - - - - - - - - T ACAGT CCAAAACAAAA T T A T T A T T T C T A
- - T CGAACGGT T A T T T T AA T CGC T T T T AA TGCAGC T TGAGA T AAGA T C T T CG - CGCGT T T T A TGAC T T AC T AC T A TGTGT CAGCACGT T T AC TGAGC TGA - - - - - - - - - - T T CGT CC TGCAA T T T AACACGT TGGAGTGT T ACGGCGT AGT A TGAA T T CA T AAAACGC T T CCGC T C - - A T T T A T AGTGT AGA T C TGGAGT AGGT - - - - - -
A T C T AAA T A T AGAC T CCAC T TGTGT T T AA T T T A T AC T C T AGAGGCGT T AA TGGAGCGT T T T A TGAC T T AC T AC T A TGTGT CAGT ACGT T T AC TGAGC TGT - - - - - - - - - - T T CC T CC TGCAA T T T AACACGT TGGAGTGT T ACGGCGT AGT A TGAA T T CA T AAAACGCGACCGA T ACGA - - - GCGA TGAGAA T CAGAA T T A T T AA T A T T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CC T CC TGCAA T T T AACACGT TGGAC TGT T ACGGCA T AGT A TGAA T T CA T AAAACGCGT CCCAGA - - GT T CAC TGT A TGA TGCCCA TGT AA - - - - - A T T
GC T CGAGT AGAAA T T T CA T T T T T AC T T CGA T T T - - - - - - AA T AA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CC T T C TGCAA T T T AACACGT TGGAGTGT T ACGGCA T AGT A TGAA T T CA T AAAACGCGGC - - - - - - CA TGT A T - - - - - - - - - CAAAA T CAAA T A T T T T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CC T CC TGCAA T T T AACACGT TGCAGTGT T ACGGCGT AGT A TGAA T T CA T AAAACGCGT CGC T CACG - - - - ACCCA T CAAA T T CGCGA T C - - - - - - - - -
ACCCGAAGGAAAAGTGT AACGA T C TGTGGAGCGT C - - - - - GT AAC T A T T A TGGAGCGT T T T A TGAC T T AC T AC T A T T TGT CAGCACGT T T AC TGAGC TGA - - - - - - - - - - T T CC T CC TGCAA T T T AACACGT TGGAGTGT T ACGGCGT AGT A TGAA T T CA T AAAAC T CGGC TGAA - - - - - - - AC T CGGAAAGT - - - - - - - - - AGA TGGCG
T A T CA - - - - - - - - - - AAAA TGGT T T T TGGGTGTGC T CCAAA T CC TGT C T C TGAAGCGT T T T A TGAC T T AC T AC T A TGTGT CAGCACGT T T AC TGAGC T CA - - - - - - - - - - T T CC T CC T ACAA T T T AAGACGT TGGAGTGT T ACGGCGT AGT A TGAA T T CA T AAAACGCAGACGAGA - - A T C T ACA TGAAGAA T T T CAAGT CAC TGT T A T T
- - - - GACCAAAGA T T AGAAAAA TGC T TGA T T T T T CGCGGAGT T C TGT T CA - - - - GTGT C T T A TGAC T T AC T AC T A TGTGT CAGCACGT T T AC TGAGC TGA - - - - - - - - - - T T CC T CC TGCAA T T T AACACGT TGGAGTGT T ACGGCGT AGT A TGAA T T CA T AAAACGCGT C T T AG - - - - - - - ACCA T TGGAGG - - - A T T CCAA T T CCAGG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CC T CC TGCAA T T T AACACGT TGGAGTGT T ACGGAGT AGT A TGAA T T CA T AAAACGCA T CGGAGA TG - A T CACCGT C T CAGT T CAAAGCC T T AAGAC TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CC T CC TGCAA T T T AACACGT TGGAGTGT T ACGGCGTGGT A TGAA T T CA T AAAACGCGT T T CCGA - - - - T TGT CCGGCAAAA TGT A T AGAAGGAAAGGA
C T - - - - - - - - - - - - - GGAACAA T T T C TGGAA T T T C T T CC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CC T CC TGCAGT T T AACACGT TGGAGTGT T ACGGCGT AGT A TGAA T T CA T AAAACACC T CC TGGA - - - - T T - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CC T CC TGCAA T T T AACACGT TGGAGTGT T ACGGCGT AGT A TGAA T T CA T AAAACGCAACAGAA T CG - - - - ACA TGGT AGACCAGACC T AC T A TGCACG
GT T CCACCGGGCACGAAACGT A T T T T T T T T T T T T C TGC TGTGTGT C T T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CC T CC TGCAA T T T AACA TGT TGGAGTGT T AGGGCGT AGT AAGAA T T CA T AAAACGCA T CAGCGAC T - - - - A T ACCGTGGGT - - - - - - - - - - - - - - - - -
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 size: 1413bp; fragments: 60; full length: 1 (>=1271.7bp)
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No TE domain detected

After TEtrimmer 1413 bp
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TE: ltr_1_family_462.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 1725bp; fragments: 58; full length: 0 (>=1552.5bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_462
 size: 1355bp; fragments: 69; full length: 0 (>=1219.5bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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