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 size: 22142bp; fragments: 361715; full length: 0 (>=19927.8bp)
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 size: 22142bp; fragments: 361525; full length: 0 (>=19927.8bp)
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TE: rnd_5_family_5176

 size: 1017bp; fragments: 934; full length: 8 (>=915.3bp)
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TE consensus after TEtrimmer (bp)
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