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11.5 118

GFT NMR, a new approach to rapidly obtain precise high-dimensional NMR spectral information.
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overexpression of the soluble transhydrogenase UdhA. FEMS Microbiology Letters, 2001, 204, 247-52 9 47

Dissection of central carbon metabolism of hemoglobin-expressing Escherichia coli by 13C nuclear
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Conformational changes of the BS2 operator DNA upon complex formation with the Antennapedia
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