
Start crop Point End crop Point

MSA length = 181
T AC TGA T T A T A - - - A TGCGT T TGCGA T T T T AA T ACAGCCAC T AC T T CA TGCAGTGGCGGA T CCAC - - - - - - GGGGTGGGC T T CGGAGGC T CAAGCCCCCC - - - - - - - - - - GT T T TGAGT C T AG - - - CCCCCCC T C T T CCCGAA T CC TGGA T CCGCCCC TGC T CACA - TGT A T ACA TGCA T A T AAAA T AAA T AA T AAGACAC - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AGGC TGTGGT A TGA T CAGTGGCGGA T C T ACGGGGGGGGGGGGGGC T AAGGGGGC T C - - - - - - - - - - - - - - - - - - - GT T T TGAGT C T AGCCCCCCCCCCC T T T CCCGAA T CC TGT A T CCGCCCC TGA T TGTGAA T T A T T AAAAGT T ACAAAA T T A T T T AAA T AGAAA T T T T T T AGT
- - - - - - - - A T A T T A T T CCA T T TGCGAAGC TGGAGCAACCGT CAGAACC T T - - - - - - - - - - - - - AC - - - - - - GAGTGGGGC T T CGGGAGC T CAAGCCCCCC - - - - - - - - - - GT T T TGAGT C T AGCCCCCCCCCCC T T T C T CGAA T CC TGGA T CCGCCCA TGCGC T CC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T - C T C TG
CA T T T TGT - - - - - - - - - - - - - - - - - - - - - - - - - GT AAGCCCCAGTGT AA T CAGTGGCGGA T CCACGGGGGGGGGGGGAGGC T T CGGGGC T CAAGCCCCCC - - - - - - - - - - GT T T TGAA T A T AG - - CCC T C TGCC T T T CCCGAA T CC TGGA T CCGCCCC T AAGTGT A - A T CA T A T ACGGA TGT CAAA T AAA T CAAAGGAAAC T T T TGT A TG
CA T T T TGT - - - - - - - - - - - - - - - - - - - - - - - - - GT AAGCCCCAGTGT AA T CAGTGGCGGA T CCACGGGGGGGGGGGGAGGC T T CGGGGC T CAAGCCCCCC - - - - - - - - - - GT T T TGAA T A T AG - - CCC T C TGCC T T T CCCGAA T CC TGGA T CCGCCCC T AAGTGT A - A T CA T A T ACGGA TGT CAAA T AAA T CAAAGGAAAC T T T TGT A TG
- - - - - - - - - - - - - - T T T T A T AGGAAA T TGTGGT - - - - - - - - - - - - - A T ACCAGTGGCGGA T CCAC - GGGGGGGGGGAGGC T T CGGGGGC T CAAGCCCCCC - - - - - - - - - - GT T T TGAGT C T AGCCCCCCCCC T C T T T CCCGAA T CC TGGA T CCGCCCCCGGGT T A T AACAA T T CA T A T T T A T ACAAC - - - - - - - - - - - - - - - - - - CCGCG
CAGT T T T AAC T T T A T T T T T CA TGT AA TGCC TGA T CAGT CGC T AGGT AGAC - - - - - - - - - - - - - - - - - - - - - - GAGGGGGC T T CGTGGGA T CAAGCCCCCC - - - - - - - - - - GT T T TGAGT C T AG - - - - T CCCCCC T T T CCCGAA T CC TGGA T C TGCCCC TGGT T T AGA T T T AGT CACAGT CGTGACC T - - - - - - - - - - - - - - - - - T T CGTG
CA T T T T T CA T A TGA - C T T A T T T A T AA T T T T T AAACAGGC TGT AGT A T AGT CAGTGGCGGA T CCA - AAGTGGGGGGGGGGGC T T CGGGGGC T CAAGCCCCC - - - - - - - - - - GT T T TGAGT C T AG - - GCCCCCCCC T T T CCCGAA T CC TGAA T CCGCCCC TGAGT A T AGA T AA T T AACGGT AA T AA T A T AA T T AAAAGGAAA - - - - - - - - - -
CGT T A TGT A T A T T T T T T T AGGT A TGA T CACGAA - - - - - - - - - - - - - T AA T - - - - - - - - - - - - - - - - - - - - - AAGGGGGGCC T CGGGGT C T CAAGCCCCCC - - - - - - - - - - GT TGTGAGT C T AGCCCCCACCCCC T T T CCCAAA T CC TGGA T CCGCCCC TGA T TGT A - - - - - - - - - - - - - - A T AAACCCAA T TGT AGAAAAC T T T T T CGT A
- - - - - - - - - - - - - - - - - - - - T T ACGA T CA TGGA - - - - - - - - - - - - - - AC T CAGTGGCGGA T C T AC - - - GGGGTGGGTGGC T T TGGGGGC T CAAGCCCCCC - - - - - - - - - - GT T T TGAGT C T AG - CCCCCCCCCC T T T CCCGAA T CC TGGA T CCGCCCC TGA TGGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T C TG
- - C T A T CGA T AA T A TGCCGT T T AAAAA T CCAAA - - - - - - - - - - - - - CCGGCAGTGGCGGA T CCACGGGGGAGAGGGGGGC T T CGGGGGC T T AAGCCCCC - - - - - - - - - - - GT T T TGAGT C T AGCCCCCCGCCCC T T T CCCGAA T CC TGGA T CCGCCCC TGA T T T CCA - - - - - - - - - - - - - GTGAAACAAGCGA T AAAAAA - - - - - C TGAA
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TE: rnd_4_family_1249.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_ce.fa_gs.fa_bc.fa

 size: 181bp; fragments: 739; full length: 165 (>=162.9bp)
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No TE domain detected

After TEtrimmer 181 bp



0 100 200 300 400

0
5

10
15

20
TE: rnd_4_family_1249.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: 481bp; fragments: 739; full length: 0 (>=432.9bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_1249
 size: 173bp; fragments: 815; full length: 384 (>=155.7bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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