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NMR in the era of structural genomics
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15 min for one spectrum!!
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Influence of unstructured regions in proteins on the choice of structure determination approach. The subset NMR-ONLY means that only NMR method was used for structure determination, the subset NMR_XRAY means that NMR and X-ray methods were used for structure determinations.








Fig. @.82. NMR structure of the recombinant murine prion protein. In the intact protein the segment with residues 126-226 forms globular domain, whereas the segment with residues 23-126 forms an extended coil (Riek et al., 1997.














The few signals in the 8.1–8.9 ppm region are typical of a well folded protein with a few unstructured or surface-exposed amides. The spectrum suggests that at least in the presence of Ca2+ production of quality crystals may be possible.


   Intensity of spectrum of BFP without Ca2+ in the same region is abnormally high and indicative of partial unfolding of the backbone. The data suggest that the protein would be difficult to crystallize in the absence of Ca2+, but the protein may be sufficiently folded for an NMR study.





Figure shows the amide region of a 1D spectrum of blue fluorecsent protein (BFP) in the presence of Ca2+ (B) and without Ca2+ (D).











