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size: 765bp; fragments: 1581; full length: 60 (>=688.5bp)
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size: 1074bp; fragments: 1492; full length: 0 (>=966.6bp)
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TE: rnd_1 family 733

size: 304bp; fragments: 1028; full length: 276 (>=273.6bp)
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After TEtrimmer ORF and PFAM domain plot
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