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Abstract: Inrecent years, it has become one of the most critical issues and hot topics in the field of biology to
elucidate the gene interaction, regulatory network and metabolic pathway in the post—genome era as the com—
plete sequencing of the genomes of human and some model organisms was revealed. The combination of
quantitative trait loci (QTL) mapping with high—throughput gene expression generated genetical genomics or
gene expression QTL (eQTL). In this paper, we briefly reviewed the mechanism of genetic variation in gene
expression and the rationale of the analysis of eQTL. Based on our current studies, we introduced the applica—
tion of eQTL approach in the identification of candidate genes and constructing genetic regulatory network. In
view of the potential impact of SNPs on gene expression, we discussed the problems in the application of eQTL
and explored its challenges and the development trends.
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