
Start crop Point End crop Point

MSA length = 526
G - - - - - - - - - - - - - - - - - - - - - - - - GT A T T AAGGT T T AA T TGTGA T ACGC - - - A - - - - - - A TGA T T A T C T AGGGT TGCCAACCGT CC T C T A T T CCAGAGG - - - - - - - - - - T T T T T T A T AC T C T CGCCC T C T A T T T T T T A T T T TGAAAGT TGACAACCCCAGGA T T A T T ACGAAA T T A T A T A T T T AA T T T CC TGACAA T A T AA T ACA T TGA
- - - - - - - - - - - - - - - - - - - - - - - - - A TGC T AA TGC - - - - - - - - - - - - - - - - - - - - - - - - - AAC T AAAAC T AGTGT TGCCAAC TGT CC T C T A T T CCAGAGG - - - - - - - - - - T T T T T T ACCC T C T CGT C T T C T A T T T T T T A T T T TGAAAGT TGGCAACCC T AAAC T AA T - - - - - - T T T A T T T A T T T AGA T T T T T AA T T T A T T T AAA T T T T T T
- - - AAC T T CA T T CACGCCGGCAAAGA T AA T AGAGGCCGGACGAGA T CGGA - - - - - - T T A T - A T T T AGAC T AGGGT TGCAAACCGT CC T C T A T T CCAGAGG - - - - - - - - - - T T T T T T ACCC T C T CGT CC T C T A T T T T T T A T T T TGA T AGT TGGCAACCC T AA T T T AGA - - - - - - CAC T T AA T T CGT CAA T T T CGACA - - - - - - - - - - - - - -
T T A - - - - - - - - - AAGT A T TGC T AAAA TGT A T A T T AC TGT A T A TGCA - - - - - - - - - - - - - - - C T A T T AGGT AGTGT TGCCAACCGT CC T C T A T T CCAGAGG - - - - - - - - - - T T T T T T ACCC T C T CGT CC T C T A - T T T T T A T T T TGAAAGT T CGCAACCC - - - - - T A T C TGC T AACA TGT T AGTGGAA T T A T T A - - - - - - - - - AAA T AC T T T
A T A - - - - T CC T T C TGCCC TGCAAAAACGT T T AAACC T AGA T C T AAA - - - - - - - - - - - - - - - T CA T T ACGT AGGGT TGCCAACCGT CC T C T A T T CCAGAGG - - - - - - - - - - T T T T T T ACCA T C T CGT CC T C T A T T T T T T A T T T TGAAAGT TGGCAACCC - - - - - T A T CCCC T AAAA TGT AAA T AAAA T AAAAGT ACA - - T A T A T A T A T T T T
- - - - - - - - - - - - TGCCAC TGCCAAGGCAAGAACAAC T T T ACGGACAAAGA - T T AGT - - - - AGGT T AA T A T AGGGT TGCCCACCGT CC T C T A T T CCAGAGG - - - - - - - - - - T C T T T T ACCC T C T CGT CC T AA T T T T T T T A T T T TGAAAGT TGGCAACCC T AGGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AACC T AGGGT TGCCAACCGT CC T C T A T T T CAGAGG - - - - - - - - - - T T T T T T ACCC T C T CGT CC T C T A T T T T T T A T T T TGAAAGT T AGCAACCC T A T T T T AAC TGCCAAAACAA TGGT T AGAAAA T A T AAAAGC T C T AGAAGT T T T
T T AGAC T T AAAAAA T TGAC T T AAGTGAGGCAAAGA - - - - - - AAGAA T AACC T T AA - C T A T AAC T T A T T T T AGGGT TGCCAACCA T CC T A T A T T ACAGAGG - - - - - - - - - - T T T T T T ACCC T C T CGT CC T T T A T T T T T T A T T T TGAAAGT TGGCGA T CC T AA - - - - - - - - - - - - - - - - - - - - - - - C T T A T T TGCGCAA T AC T AAA TGT C T A
T T - - - - - T T A T CAAGTGA TGT AAACC T AACAA T AA - - - - - - AAGAAC T AC - - - - - - - - - - - A T T T AAAC T AGGGT TGCCAACCGT CC T C T A T T T CAGAGG - - - - - - - - - - T T T T T T ACCC T T T CGT CC T T T A T T T T A T A T T T TGAAAA T TGGCAACCC T AA TGT AAA - - - - - - - CC T AGGT T A T T A T A T T T T AACAACCCAAAA TGT TGT
GT - - - - - T TGGGGGT T CACGTGCACAGGT AAAAAA T T AAA TGAGGAACCG - - - AA T - - - - - GT T AAAC T T AGGGT TGCCAAC TGT CC T C T A T T CCAAAGG - - - - - - - - - - T T T T T T ACC T T C T CGT CC T C T A T T T T T T A T T T TGAAAGT TGGCAACCC T AGT T AAAC TGGT CACC T T TGAA T AAAAAGA T T AAAGGAAGGAGCA T AA TGC
ACAACC - GGGCACAGTGAGGT CAAAAACGCCAAAA T CCACCAAAAA T C T A T T T AA T T T AC - GT T T AAAGGAGGGT TGCCAA T CGT CC T C T A T T CCAGAGG - - - - - - - - - - T T T T T T ACCA T C T CGT T C T C T A T T T T T T A T T T TGAAAGT TGGCCACCC T AGT T T AAA - - - - - - GT T T T T A T T AAAAAA T C T T CACAA T T C TGAAAA T T T A
- - - - - - - CCGAA T T ACAGCGCGCAGA TGT CAAAAGT CAGA TG - - - - - - - - - - - - - - - - - - - - - T T AAGT T AGGGT TGCCAACCGT CC T C T A T T CCAGAGG - - - - - - - - - - T T T T A T ACCA T C T CGT CC T C T A T T T T T C T T T T TGAAGGT TGGCAACCC T AGT T T AAG - - - - - - - - - - - - - - - - - T CGAAACGAGCAAAC T CGT AA T T T T T
- - - - - - T T CAAGT AGT CGT T T T CACAGGT T AGT T T T T T A T T AAACGCGAC T T T - - T T T A T - T T T T AAAC T AGGGT TGCCAACCGT CC T C T A T T CCAGAGG - - - - - - - - - - T T T T T T ACCC T C T CGT CC T C T A T T T T T T A T T T TGAAAGT TGGCAACCC T A T T T T AAG - - - - - - - - - - - - - - - - - - - - - - T T AGA TGAACC TGA T TGGT T T
T T A - - - - - - - - - AC T T ACCGT T AAGA T A T AAGT TGC T AAA T A T AAAAGAG - - - - - - - - - - AAGT T AAC T T AGGGT TGCCAAC TGT CC T C T A T T T CAGAAG - - - - - - - - - - T A T T T T ACCC T C T CGT CC T C T A T T T T T T A T T T TGAAAGT TGGCAACCC T AAGT T AAC TGC T AAGT CGT AAC TGAAAAAAA TG - - - - - - - - - AAA T T C - - -
CCGAAC T T TGA T CAGCGACGA T CGGAAGTGGA T AGGT ACA T T CAAGAACC T T T AA T T TGT - ACC T ACAC T AGGGT TGCCAAC TGT CC T C T A T T CCAGAGG - - - - - - - - - - T T T T T T ACCC T C T CGT CC T C T A T T T T T T A T T T TGAAAGT T CGCAACCC T AACC T AA T - - - - - - T A T T T CGT T CGT AACCC T AACC TGCAC T T AACA TGGG
A TGAA TGT CGACGAGT CAGCCGGACA T ACCAAAAC T TGAA T T T T T AAGAA TGAAA T T T A T - AC T T AAA T T AGGGT TGCCAACCGTGC T C T A T T CCAGAGG - - - - - - - - - - T T T T T T ACC T T C T CGT CC T T T A T T T T T T A T T T TGAAAGT TGACAACCC T AAC T T AAA TGT T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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 size: 526bp; fragments: 2984; full length: 483 (>=473.4bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 526 bp
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TE: rnd_1_family_611.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 828bp; fragments: 2969; full length: 0 (>=745.2bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_1_family_611

 size: 318bp; fragments: 1660; full length: 580 (>=286.2bp)
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No TE domain detected

Before TEtrimmer 318 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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