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ed fm_1.bed 0 0 _nbed g 1.bed fm 2.bed 0 0 belnfa ainfa cl After TEtrimmer 1877 bp

size: 1877bp; fragments: 173; full length: 0 (>=1689.3bp)
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1 g 3.bed fm_1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcin.fa_al
size: 2410bp; fragments: 135; full length: 0 (>=2169bp)
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TE: md_5. family 12641 Before TEtrimmer 1058 bp

size: 1058bp; fragments: 290; full length: 27 (>=952.2bp)

(@)
O (@]
N o _|
o
—
- |
S o
Q &
fd
. 8 | 9
i = %—
5 S
) ©
(@)) wn
@ 0 :
o > No TE domain detected
_ § CIC.) =3
g - o ¥
[ — O
—_— (@)
—— L
| — — |— o
O -]
— (9\]
o _|
[ [ [ [ [ Lo [ [ [ [ [ o [ [ [ [ [ [ [ [ [ [
0 200 400 600 800 1000 200 400 600 800 1000 0 200 400 600 800 1000 0 200 400 600 800 1000

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)
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