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size: 1027bp; fragments: 1941; full length: 526 (>=924.3bp)
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size: 1327bp; fragments: 1939; full length: 0 (>=1194.3bp)
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divergence to consensus (%)

TE: rnd_1 family 475

size: 1001bp; fragments: 1764; full length: 524 (>=900.9bp)
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