
Start crop Point End crop Point

MSA length = 422
GC T AA T AGGCAGGA T TGTGAAAA T AGAA T T AAC T AA T AA T T AC T T ACAAAAA T AGT A T A T TGCGCACC T AGGGAAGAAAGT ACGT CA T T CCAACCCGCGT - - - - - - - - - - AGGGAAAAAA T T CGAAC T T T CCACGCAGGTGTGGT AAAA T AGT - - - - - - T A T T TGTGT ACCAAGGCCGT AAAGT TG - - A T C T T T T T TGGCCGAA T C TGAA
GC T AA T AGGCAGGA T TGT T AAAA T AGAA T T AAC T AA T AA T T AC T T ACAAAAA T AGT A T A T TGCGCACC T AGGGAAGAAAGT ACGT CA T T CCAACCCGCGT - - - - - - - - - - AGGGAAAAAA T T CGAAC T T T CCACGCAGGTGTGGT AAAA T AGT - - - - - - T A T T TGTGT ACCAAGGCCGT AAAGT TG - - A T C T T T T T TGGCCGAA T C TGAA
A T C T A T AA T AA T T A T ACAAAAA T ACA T T AAAAC TGACAA T T T T TGT AG - - AA T CGT A T A T TGCGCACC T AAGGAAGAAAGT ACGT CA T T CCAACCCGTGT - - - - - - - - - - AGGGAAAAAAA T CGAAC T T T CCACGCAGGTGTGGT AAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T T C T T T T T ACCACA T C TGT A
GT CGT TGT TGA T T - - - - - - AAA T A T A T T A T T AC TGA T AA TGGT T T CA T - - AA T AGT A T A T TGCGCACC T AGGGAAAAAAGT ACGT CA T T CCAACCCGCGT - - - - - - - - - - AGGGAAAAAA T T CGAAC T T T CCACGCAGGTGTGGT AAAA T AGT A T - GAACGT CA T T CCAACCCGTGTGT AAGA T TGA T AC T T C T T T T T ACCACA T C TGT A
T T TGT A T CC T ACC T T T CACAGGAGAAGGGT A T C TGA T AC T T T T T T AAA TGT A T AA T A T A T TGCGCACC T AGGGAAGAAAGT ACGT T A T T CCAACCCGCGC - - - - - - - - - - AGGGAAAAAA T T CGAAC T T T CCACGCAGGTGTGGT AAAA T AGAAA - - - - - A T AAC T T T A T CCCAAAGAGA T A T T T - ACA T T AA T T T T CGT CACGACAA T A
A T T T TGA T AAACG - - AGA T AAGGGT AA T AA T A T TGA T AC T T AGTGT AGT AAA T AGT A T A T TGCGCACC T AGGGAAGAAAGT ACGT CA T T CCAACCCGCGT - - - - - - - - - - AGGGAAAAAA T T CGAAC T T T CCACGCAGGTGTGGT AAAAAAGT A T AGAA T A T AGT AGT A T ACAGTGT AGAAAA - - - - - T C T CC T T T TGT C T T T A T T T AAA
- - - - - - - - - - - - - AAAAAGAAAAAGAAGGAAA T AGA TG - - - GT T T CAC T AAA T AGT A T A T TGCGCACC T AGGGAAGAAAGT ACGT CA T T CCAACCCGCGT - - - - - - - - - - AGGAAAAAAA T T CGAAC T T T CCACGCAGGTGTGGT AAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T T A T T T A T T T T A T T A T C TGAC
- - - - - - - - - - - - - AAAAAGAAAAAGAAGGAAA T AGA TG - - - GT T T CAC T AAA T AGT A T A T TGCGCACC T AGGGAAGAAAGT ACGT CA T T CCAACCCGCGT - - - - - - - - - - AGGGAAAAAA T T CGACC T T T CCACGCAGGTGTGGT AAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T T A T T T A T T T T A T T A T C TGAC
A T T T T T ACCCA - - A T A T AAAAA T AAA T T A T AAC - - - - - - - - C T T C T T AAGAGT AGT A T A T TGCGCACC T AGGGAAGAAAGT ACGT CA T T CCAACCCGCGT - - - - - - - - - - AGGGAAAAAA T T CGAAC T T T CCACGCAGGTGTGGT AAAAA T AA T AAGAA T A TGGC T TGA T T T CGCAAAGAA T A T CAA T T A T CA T T T T CCAGACA T T T T TG
A T T T A T AACAA T T CC T T A T AAAGA T ACAAAAA - - - - - - - - - - - - - - - - - - AA T AGT A T A T TGCGCACC T AGGGAAGAAAGT ACGT CA T CCCAACCCGCGT - - - - - - - - - - AGGGAAAAAA T T CGAAC T T T CCACGCAGGTGTGGT AAAAAGAAA T A TGA T T T A T T TGT ACGACCGAGGT A T TGT CGGGT C T ACAGT CCC T CAAAGC TGTG
T T T CC T AC T AGCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGAA T AGT A T A T TGCGCACC T AGGGAAGAAAGT ACGT CA T T C T AACCCGCGT - - - - - - - - - - AGAGAAAAAA T T CAAAC T T T CCACGCAGGTGTGGT AAAAAAACGT AGA - - - - - - - - - - - - - - CGTGCGGAAAGT TGAAA T T T T T T T T CCGCACGC T T CGA
A T T A T AAAAAAACAA TGT T T AA T A T A TGAAAA T TGA T AA T T T T T A T T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA - - - - - - - - - - AGGGAAAAAA T T CGAAC T T T CCACGCAGGTGTGGT AAAAAGAAA T AGAG - A T TGA T A T A TGGCA T A TGT CAAAA TGA T T T T A T T T TGT T TGC T A T T AGCA
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TE: rnd_5_family_1850.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa
 size: 422bp; fragments: 181; full length: 18 (>=379.8bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 422 bp
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TE: rnd_5_family_1850.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 722bp; fragments: 180; full length: 0 (>=649.8bp)

TE consensus (bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 10 20 30 40 50

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_1850
 size: 778bp; fragments: 251; full length: 1 (>=700.2bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 778 bp



Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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