
Figure 8: Ribbon diagrams of the structures of the apo (17) (a) and Ark1p peptide bound 

(unpublished data) (b) Abp1p SH3 domains. Vectors corresponding to the principal 

A Bcomponents of alignment calculated from (c) DNH and (d) DNH values measured on 15N-

labeled Abp1p SH3 with 6.8% bound Ark1p peptide, ~25 mg/ml Pf1 phage, 25oC, and (e) 

ADNH values measured on a sample of fully bound Abp1p SH3, 25oC. Values of DNH were 

measured directly using the IPAP method (18) and correspond to dipolar coupling values of 

the apo state, the only conformer observed in the 6.8% bound sample. The dipolar coupling 

values of the invisible bound conformation, DNH
B , were obtained from the CPMG relaxation 

dispersion method, as described in the text. Values of DNH for the fully bound sample were 

obtained directly via the IPAP approach (18). Vectors corresponding to the principal 

components of alignment were computed using the X-ray coordinates of the apo domain 
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