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Abstract
Metal ion binding is important for structure and function of proteins. One third of known
proteins require metal binding to play their function. And some proteins are caused
structure transition by metal binding. Genome sequences are decided by high through-put
method. On the other hand, conformations of protein are determined by NMR and X-ray
crystallographic analysis. These determinations are took large cost. In this paper, we will

describe development of a prediction system for metal binding site in protein using by SVM.
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