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 size: 11239bp; fragments: 268; full length: 0 (>=10115.1bp)
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 size: 12005bp; fragments: 337; full length: 0 (>=10804.5bp)
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TE: ltr_1_family_438
 size: 9868bp; fragments: 161; full length: 0 (>=8881.2bp)
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