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From gene cloning to expressional analysis Practice and experi-
ence from educational reform of experimental gene engineering

WU Yan-Hua, GUO Bin, LOU Hui-Ling, CUI Yu-Liang, GU Hui-Juan, QIAO Shou-Yi
School of Life Sciences, Fudan University, Shanghai 200433, China

Abstract: Experimental gene engineering is a laboratory course focusing on the molecular structure, expression pattern
and biological function of genes. Providing our students with a solid knowledge base and correct ways to conduct research
is very important for high-quality education of genetic engineering. Inspired by recent progresses in this field, we improved

the experimental gene engineering course by adding more updated knowledge and technologies and emphasizing on the
combination of teaching and research, with the aim of offering our students a good start in their scientific careers.
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