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d_uf.bed g 3.bed fm_1.bed 0 O bcin.fa_aln.fa cl.fa_gs.fa ce.fa I
size: 4557bp; fragments: 126; full length: 0 (>=4101.3bp)
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tastabbed ufbed g 3.bed fm Lbed 0 0 _bclnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 5445bp; fragments: 91; full length: 0 (>=4900.5bp)
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TE: rnd_5 family 3757
size: 3398bp; fragments: 85; full length: 10 (>=3058.2bp)

TE consensus (bp)

coverage (bp)

40

35

30

25

20

15

10

-

TE consensus genomic coverage plot (bp)

TE consensus self dotplot (bp)

Before TEtrimmer 3398 bp

1000 1500 2000 2500 3000

500

No TE domain detected

TE consensus self dotplot (bp)

1000 1500 2000
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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