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 size: 6322bp; fragments: 81; full length: 3 (>=5689.8bp)
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 size: 6545bp; fragments: 80; full length: 0 (>=5890.5bp)
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TE: ltr_1_family_613
 size: 4645bp; fragments: 55; full length: 0 (>=4180.5bp)
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