
Figure 10: Correlation between errors in extracted �DNH values and ��N obtained in fits of 

dispersion data recorded on the G48M Fyn SH3 domain. The vertical line plotted at an 

error of 5 Hz in �DNH is used as a cutoff (see below). As described in the text dispersion 

profiles are measured that derive from exchange between states separated by ��±0.5�DNH 

and ��. Thus, values of �DNH are fitted from terms that are sums and differences of 

couplings and shifts. In applications to protein folding shift differences can be large (for 

15N up to ~ 800 Hz for spectra recorded at 800 MHz, while changes in dipolar couplings on 

the order of 30 Hz maximum are observed in applications here). Thus, it is anticipated (and 

observed) that errors in �DNH increase with ��N. Moreover, when dispersions are very 

small (��N ~0) it is also difficult to extract accurate �DNH values. Values of �DNH for 

which errors larger than 5.0 Hz are obtained, corresponding to residues for which |��N| > 

5 ppm or ~ 0, are not plotted in Figure 4c but are listed in Table 3. 
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