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Development of cell-free protein synthesis system suitable for ribosome display
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PURE system E.coli

New Original S30 extract
Temperature at Selection 4-25°C 4-25°C 4°C
RD complex recovery rate  10-30% 2.5% 0.01-0.2%
Enrichment / round 100,000 1,000-10,000 20-250
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