International Journal
of Pure and Applied Researches  pygpz//ijopaar.coms: 2017 Vol. 4(1): pp. O1-08. ISSN: 2453-474X

Similarity analysis of protein sequences based on moment of inertia
K. Lakshmi, Mayukha Pal, and P. Manimaran*

C R Rao Advanced Institute of Mathematics, Statistics and Computer Science,
University of Hyderabad Campus, Hyderabad-50046.

Email: pa.manimaran@gmail.com

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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