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size: 5069bp; fragments: 307; full length: 1 (>=4562.1bp)

I
1000

I I I
2000 3000 4000
TE consensus (bp)

I
5000

coverage (bp)

40

70

60

50

30

20

Before TEtrimmer 5069 bp

— _Lﬂl_

I I I I
1000 2000 3000 4000
TE consensus genomic coverage plot (bp)

I
5000

TE consensus self dotplot (bp)

1000

3000 4000 5000

2000

I
1000

2000 3000 4000
TE consensus self dotplot (bp)

I
5000

No TE domain detected

I I I I
1000 2000 3000 4000
TE consensus structure and protein hits (bp)

I
5000



After TEtrimmer ORF and PFAM domain plot
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