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rate. Biochemistry, 1993, 32, 2698-2703. 1.2 51

182
An empirical method to calculate average molecular polarizabilities from the dependence of effective
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223 On the multiple-minima problem in the conformational analysis of polypeptides. I. Backbone degrees of
freedom for a perturbed Î±-helix. Biopolymers, 1987, 26, S33-S58. 1.2 63
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2.9 1,563
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