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Protein-protein interaction network is well-known in biology in which it is a
large network displaying the association between proteins. One of the most widely
used network’s properties is scale-free property which means the network contains
many nodes having small numbers of interactions and few nodes having large numbers
of interactions.  this thesis, we are interested in characterizing the scale-free network
of Homo Sapiens (Human) protein-protein interactions for investigating the association
of disordered proteins in scale-free network and identifying the disordered proteins
which are important to the scale-free structure. The disordered proteins are crucial
and essential to cause many serious diseases such as cancer and heart attract diseases.
Finding a measure for identifying disordered proteins that are important to the scale-
free network is significant and useful to analyze in deep hiological processes. The two
proposed measures, M¥pand Mfiin this thesis, were developed based on the
relationship between the properties (degree of nodes and the degree of correlation)
and class of the measures (nodes that are important to the scale-free property
and disordered proteins that are important to the scale-free property). They can be
applied to investigate a protein that is important to the scale-free network.
Furthermore, they are useful to reduce the processes of investigating the value of
gamma in the power-law degree distribution in identifying the scale-free property.
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