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Strategy for the Protein I dentification of Human Proteome
Expression Profile: Selection of Searching Database

WU Song-Feng, ZHU Y un-Ping, HE Fu-Chu

Beijing Institute of Radiation Medicine, 27 Taiping Road, Beijing 100850, China

Abstract

Widely used method of protein identification for high-throughout
proteome expression profile studies was database-dependent, so the
selection of databases for the protein identification was very important.
Despite the deficiency of available human protein databases, the
complementarity of human proteins could be got mainly from human
genome but not from the protein databases of other organisms. According
to the comparison of the current protein databases from different
aspects, IPI was recommended for the basic identification for the studies
of human proteome expression profile, and other human protein or nucleic
acid databases were needed for the complementary identification and
novel protein mining.
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