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size: 7568bp; fragments: 246; full length: 11 (>=6811.2bp)
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size: 7902bp; fragments: 243; full length: 10 (>=7111.8bp)
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size: 2253bp; fragments: 135; full length: 1 (>=2027.7bp)
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After TEtrimmer ORF and PFAM domain plot
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consensus before TEtrimmer (bp)
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