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Designing comprehensive problem-oriented practice for bioinformatics courses

HUO Yingyi' >, XU Cheng”, WU Min"*, CHEN Ming’*
(1. National Demonstration Center for Experimental Biology Education ( Zhejiang University) , Hangzhou 310058, China;
2. College of Life Sciences, Zhejiang University, Hangzhou 310058, China)

Abstract: To fulfill the requirement of practical teaching in current bioinformatics courses, a comprehensive
problem-oriented bioinformatics practice was developed by incorporation of cutting-edge scientific topics. The
practice focuses on the data mining of metagenomics and the analysis of protein structure and function. It takes
advantages of multidisciplinary knowledge background and multiple analysis techniques to solve scientific questions.
learning interest,

The practice aims at stimulating students * deepening their understanding and mastery of

professional knowledge, improving their problem — solving skills of bioinformatics, developing their scientific
thinking, and enhancing their innovation ability.
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Fig.1 Implementation scheme of comprehensive practice of bioinformatics
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Fig.2 Comparison of three-dimensional structure model and substrate-binding pocket of two enzymes
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