
Start crop Point End crop Point

MSA length = 508
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T AAAAC T A T T T T T T CCGA T T T AAACAA T T T CCA T AAAG - - - - - - - - - - AGAA T AA TGCAA T T T T T AACAGA T AAGGAGC T AGAAGA TGCC T ACACCAAGTGT CG - - - - - - - - - - - - - AAA T AAGTGT CGCAA T T T T T CAACAC T T AAG
AGTGT CGACA T A T T T AC - - - - - - - - - GACGA T T T T A T CAC TGGAA T A T AA - - - - - - - - - - - - - - - - - - - T T T AA TGCCGA T T AAAACAA T T T CCAAAAAC - - - - - - - - - - AGA T T AA TGCAA T T T T T AAAAGACAAGGAGC T AGAAGA TGCCCACACCA TGT A T CGA T CAACC TGT AAA T T CAGT AGAACGCAA T T T T T C T T A T AGTGGA
GGCGC T AGC T T C T C TGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGCAGT T C TGT A T AA T AC TGT T T T T T CCAA T T T AAACAA T T T CCA T AAAG - - - - - - - - - - AGAA T AA TGCAA T T T T T AAAAGACAAGGAGC T AGAAGGTGCC T AGGGT AAGT T T CGTGCAA T C TGT A - - AAAAGAAAAAGAC T T T T T T T TGCCA T T T AGG
GT T AACAGGGTGTGAAA - AAAAA T T TGT TGA T T T T A T T A T T TGAAAA T AAAACGT T T C TGAA T AAAAC TGA T T T T T C TGA T T T AGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGACC TGCAAAA T CAGT AGAACGCAA T T T T T CGACAC T T AAC
GGCGC T AGC T T C T C T A T AA T AAC T T CGT TGA T T T T A T T A T T CGAGAA T AAAACGGC T C TGAA T AAAAC T T T T T T T T T CGGT T T AAACAA T T T CCA T AAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T ACAA - - - - - - - - - - - - AAACA T A T A TGGACA T TGCAAAACACAGGCG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T T CAAGTGGT AA T AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT A T AACGCAA T T T T T AAAAGCCAAAGAGC TGGAAGA TGCC T ACACCAAGTGT CAA T T A T T C T AC T - - C T T TGGGA - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T CCGA - - - - - - - - - - - - CCAAACAA - - - - - - - - - - AGAA T AA TGT AA T T T T T AAGAGACAAGCACGCAGT AGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACGCA T T T T T T CAACAC T T AAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT T T T T CCGA T T T AAA T AGT T T CCA T AAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAAA T - - - - - - - - - - - - - AAAAACAAA T T AA T A T T T T A T T T CACA T AA T
GT TGGA T TGT T AAAA T T A - AAAC T T C - - - - - - - T TGT AA T TGCAAAA T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAA T AA TGAAA T T T T T AAAAGACAAGGAGC T T AAAGA T - - - - - - - - - - - - - - - - - - - - - - C T TGCAAGCCA TGGAGGGT T CAGT C T CCAAGT TGT T AGG
GT CAA T T AA T CC T AA T T AAAACA T T C - - - - - - - T T T T T A T C TGAAAA - - - - - - - - - - - - - AA T AAAAAAGCCAC T T T TGAGT AAAACAA T T T CCA T AAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCAGCC - - - GACGTG - - - - AGCCGT C TGGTGT CGGT T T T TGGT CCGTG - -
GT T AACAGGGTGTGAAA - AAAAA T T - GT TGA T T T T A T T A T T TGAAAA T AAAACGGT T C TGAA T AAAAC - - - - T T T T CCGA T T T AAACAA T T T CCA T AAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGGCAA T - - - - - - - - - - - GT CAGTGGCGT A T CGT T T T T TGAAAC T T ACA
GT T AACAGGC TGTG - - - - - AAAA T T - A T TGA T T T T A T T A T T TGAAAA T AAAAAGGT T C TGAA T AAAAC TGGT T T T T CCGA T T T AAACAA T T T C T A T AAA T - - - - - - - - - - AGAA T AA TGCAA T T T T T AAAAGACAAGGAGC T AGAAGA TGCC T T CACCAAGTGT CGA T CAACC TGCAAAA T CAGT AGAACGCAA T T T T T CAACAC T T AAA
T AAA T TGGGT T T T T AA T - - - - - - - - - GT T T A T T T T T T T C T TGAGGAACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAA T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACGACCA - - A T T CCGCAAA T CAAAAACGGCCC TGT C TGT CCA T AACAAAA
GT CAA T T AA T CC T AA T T AAAACA T T C - - - - - - - T T T T T A T C TGAAAA - - - - - - - - - - - - - AA T AAAAAAGCCAC T T T TGAGT AAAACAA T T T CCA T AAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T A TG - - - - A T A T CCAGAGT A T T A T T T T T T A T CGAA T A - -
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TE: rnd_5_family_8967.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_ce.fa_gs.fa_bc.fa
 size: 508bp; fragments: 125; full length: 21 (>=457.2bp)
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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

After TEtrimmer 508 bp
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TE: rnd_5_family_8967.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: 816bp; fragments: 112; full length: 0 (>=734.4bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

200 400 600 800

0
20

40
60

80

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
)

0 100 200 300 400 500 600

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_8967
 size: 790bp; fragments: 194; full length: 13 (>=711bp)
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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 790 bp
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After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains
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Before TEtrimmer ORF and PFAM domain plot
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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