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ed fm_1.bed 0 0 _nbed g 1.bed fm 2.bed 0 0 belnfa ainfa cl After TEtrimmer 1432 bp

size: 1432bp; fragments: 122; full length: 28 (>=1288.8bp)

o
o _|
<t
—
2 3
o
o |
N
—i
= o
S 8
0 o | 45 8 _|
5 o _| —
2 —~~ © 49—
S o o)
%) =7 O o
c = O
o Q o @
(@] % ()]
S 24 ) 2 s No TE domain detected
(b} > O 0 S
(&} - o v cC ©
c (®] 8
=
L c
— o o
()] —_— O O -
> w Y
T O —
o |
N (@]
o —
[ (9\]
o [ [ [ [ [ [ [ [ [ [ [ [ [ [ o [ [ [ [ [ [ [ [ [ [ [ [ [ [
0 200 400 600 800 1000 1200 1400 200 400 600 800 1000 1200 1400 0 200 400 600 800 1000 1200 1400 0 200 400 600 800 1000 1200 1400

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



bed g 2.bed fm Lbed 0 0 n.bed g Lbed fm 2.bed 0 0 beln.fa After TEtrimmer Extended plot Blue lines are boundaries
size: 1740bp; fragments: 121; full length: 0 (>=1566bp)
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divergence to consensus (%)

TE: md_ 5 family 15686 Before TEtrimmer 863 bp

size: 863bp; fragments: 122; full length: 32 (>=776.7bp)
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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)
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