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 size: 4338bp; fragments: 133; full length: 5 (>=3904.2bp)
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 size: 4646bp; fragments: 131; full length: 5 (>=4181.4bp)
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TE: rnd_4_family_2326

 size: 4281bp; fragments: 190; full length: 14 (>=3852.9bp)
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