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.bed uf.bed g 1.bed fm 1.bed 0 O bcIn.fa _aln.fa_cl.fa_gs.fa ce.f: After TEtrimmer 2382 b P

size: 2382bp; fragments: 42; full length: 0 (>=2143.8bp)
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TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



asta.b.bed ufbed g Lbed fm Lbed 0 0 bolnfa alnfa clfa gs.f After TEtrimmer Extended plot Blue lines are boundaries

size: 2724bp; fragments: 41; full length: 0 (>=2451.6bp)
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TE: It 1 family 712 Before TEtrimmer 2225 bp

size: 2225bp; fragments: 55; full length: 0 (>=2002.5bp)

<
—
o
o |
o
(9\]
AN |
—
~
— o
O
- ) ——
o - O
S - O o |
s "
o )
@] ©
~— Y—
T o
] © 0 8.
~ 2 =
3 ©- O No TE domain detected
)
[
(@]
(@)
i | W o
<t l— 8 |
/
[V r\ /
[ [ [ [ [ [ [ [ o [ [ [ [ [ [ [ [
0 500 1000 1500 2000 500 1000 1500 2000 0 500 1000 1500 2000 0 500 1000 1500 2000

TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)

Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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