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fastab.bed ufbed g 5.bed fm 1bed 0 0 belnfa ainfa clfa gs. After TEtrimmer Extended plot Blue lines are boundaries
size: 8942bp; fragments: 1505; full length: 5 (>=8047.8bp)
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size: 1453bp; fragments: 225; full length: 19 (>=1307.7bp)
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After TEtrimmer ORF and PFAM domain plot
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