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Bioinformatics analysis for gene differential expression

LU Ting
(Institute of Hydrobiology, Chinese Academy of Sciences, Wuhan 430072, China)

Abstract ; Gene differential expression can be caused by multiple factors, and related with genesis and development
of many diseases. Bioinformatics and biostatistics analysis for gene differential expression are widely used for
studying cellular regulation mechanism and disease mechanism. Currently, there are several main methods for
studying gene differential expression, DNA microarray, suppression subtractive hybridization ( SSH ), serial
analysis of gene expression (SAGE) , representational difference analysis (RDA), and mRNA differential display
PCR (mRNA DDRT-PCR). Nowadays, much gene differential expression data is time series based, therefore the
analysis for time series based gene differential expression data is critical. This review will elucidate several main
methods for gene differential expression, and introduce a Fourier algorithm—based bioinformatics analysis for time—
series gene differential expression.
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1  DNA %% ( DNA microarray)

DNA %% %1 ( DNA microarray ) $ /& S FR Jy ik
FISFHi AR (Gene chips) . #E DNA it F I, —BtHi
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