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 size: 22289bp; fragments: 37403; full length: 0 (>=20060.1bp)
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 size: 22290bp; fragments: 37405; full length: 0 (>=20061bp)
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TE: rnd_4_family_1397

 size: 191bp; fragments: 1049; full length: 461 (>=171.9bp)
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