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 size: 20851bp; fragments: 34090; full length: 1 (>=18765.9bp)
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 size: 20856bp; fragments: 34090; full length: 1 (>=18770.4bp)
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TE: ltr_1_family_690

 size: 2144bp; fragments: 84; full length: 0 (>=1929.6bp)
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TE consensus after TEtrimmer (bp)
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