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The early stages of the process of crystallization, especially that of 
small molecules from their supersaturated solution is not yet fully 
understood. In an effort to understand the process of nucleation and 
crystallization of such molecules, small angle x-ray scattering (SAXS) 
has been used to study the crystallization of the amino acid glycine 
from its supersaturated aqueous solution. The scattering data was 
analyzed using the Unified Fit Model which helps in studying 
complex systems that may contain multiple levels of related structural 
features. The results suggest that glycine molecules exist as dimers in 
supersaturated solution. The structure factor and the form factor obey 
power-law behaviour that indicates the presence of fractals in the 
solution. A transformation from mass fractal structure to surface 
fractal structure is observed during the crystallization process, which 
could be the signature of a two-step nucleation process. 
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