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* Graph represents relaxation of the following model peptides with * Relaxation is affected not only by neighbouring * Graphic representation of the relaxation results of bone material using
labelling highlighted (A-Ala, G-Glycine, P-Proline, O-Hydroxyproline, R- amino acids within the chain but also by adjacent Inverse Laplace transform in MatLab:
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Less Abundant Nitrogen Species in the Bone Material:

What are the Unidentified Signals?

1D >N NMR of Labelled Bone*: Possible Glycosylation, Enzymatic and Non-Enzymatic
Cross-Linking Species? with 13C predictions:
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