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Abstract 
 

Studying the protein structure is the basis for spying into its function. Tracing back the evolutionary relationship of proteins 

is a part of functional annotation.  In this paper, we study the sequence similarity of Albumin proteins obtained from 

different organism. The protein sequences are considered as a rigid body with mass and transformed into vectors by the 

tensor of moment of inertia. From the calculated Eigen vectors, the Euclidean distance between any two sequences were 

obtained. The closeness between the organisms is inferred from the constructed phylogenetic tree. 
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