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b.bed uf.bed g 2.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce. After TEtrimmer 18989 bp

size: 18989bp; fragments: 2051; full length: 0 (>=17090.1bp)

= N _ o ‘q'/'l M N
m —
-
o f— — f—
21— - i 4 . 3
M 28]
3 [l ] 8
e — _ = ,
z ! = E : , % 3>
L UH.) 7] — - — ; ~— 8 7’ 7, 7
CICJ — = f— _ = (@ 8 _ o \ \
o - = e g S S
c - — /
(@) — e = Q O O -
O = — — = > “ g ’
o = === === © n
S o= = m= = = — = 4] =
UV a0 1= = _ - = == — > p n
O — =_= == - — = Q S
c — = = E - = E (&) CD ‘
@ = = = BE=E = =— — % .
(@) — = - E= = = B, o o N
st = - = = = == = . (@]
) - . = - T 0 M i ’VFL | o 38
2 - D= - = - w37 ,
O 6t = - = - — — = — 2_) -> <«
= _ = _ == ’ ’ >
— = | . No TE domain detected
= P N
o T T T o T T T o T T T T T T
0 5000 10000 15000 5000 10000 15000 0 5000 10000 15000 0 5000 10000 15000

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



.fasta.b.bed uf.bed g 2.bed fm_ 1.bed O O bcin.fa_aln.fa cl.fa gs

size: 19027bp; fragments: 1875; full length: 0 (>=17124.3bp)
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TE: rnd_5 family 3973
size: 5958bp; fragments: 598; full length: 0 (>=5362.2bp)
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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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consensus before TEtrimmer (bp)

Dotplot

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