
Fitting of D values within a molecular 
fragment

• If the structure of one domain, one element of 
secondary structure (e.g., helix) or even one 
peptide plane is known, five or more D values 
within the fragment can be fitted to locate the 
alignment axes.

• Doing this for a number of domains allows the 
domains to be aligned relative to each other since 
there is only one alignment frame.


