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 size: 4900bp; fragments: 3100; full length: 0 (>=4410bp)
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 size: 5066bp; fragments: 3036; full length: 0 (>=4559.4bp)
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TE: rnd_3_family_290
 size: 509bp; fragments: 1981; full length: 409 (>=458.1bp)
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