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[ Abstract]

nome project, gene sequence data are rapidly growing at an unprecedented rate, the research on genomics has

With the completion of human genome project( HGP) and a number of model organism ge-

gradually shifted from structural genomics to functional genomics. As gene chip technology is simple, highly
specific information available and stable, it has been widely used in the field of parasitology. With the progress
in molecular genetics of parasites and the development and application of parasite gene chip detection tool, this
technology has been used for screening parasite genes to explore the interaction between parasite and host, to
study the pathogenesis and to screen parasite diagnostic antigens, drug targets and vaccine molecules, so as to
greatly promote the pace of research in the field of parasitology. This paper described the classification of gene
chip, and reviewed the latest progress of gene chip technology in the parasitology research.
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