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[Abstract] The Human Genome Project (Human Genome Project, HGP) has successfully completed,
which greatly stimulate the study of structure and function, positioning, cloning of the human disease — related
genes . After the basic human genome draft had been drawn, the HGP also enter into the functional genomics era;
the focus of life science resesrch has also escalated from the study of gene sequences into gene function studies.
Therefore the advanced technology of Gene chip has developed gradually. Being different from those traditional
methods, such as low time and money consuming, high performance and accuracy, which make gene chip fit to be
used in clinic gene testing. In addition, its features of easy manipulation, standardization and popularization endue
it perfect prospect in clinical application. The goal of this review is to outline the progress of gene chip teachnology
and it’s application in the study of disease.
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