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Algorithm identifying mutations and post-translational modification of
protein

XIE Jing-yu,XIE Shen-quan

College of Information Engeering,Xiangtan University,Xiangtan,Hunan 411105,China

Abstract

The algorithm M SA is presented in this paper,which improved the way to compute D (k) and k-optimal Spectra
Alignment of SA algorithm and took into account simultaneous analysis of N-terminal and C-terminal ions.The experiment
result data shows that efficiently improves the capability of identifying proteins containing mutations or post-translational
modifications.
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