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With the development of advanced sequencing technology and concerted genome projects, new annotated biological data are rapidly accumulated. Bioinformatics has played important role in dealing with the large-scale biological data. Considering the importance and the complexity of biological data, it’s extremely important to develop proper automated pattern recognition methods to understand and annotate generated huge biological data, and predict the unknown domain with knowledge mined from the available data. In this series course, I will introduce how to apply pattern recognition theory for understanding biological sequence and image data.
Talk I: Protein function prediction: features and applications
Talk II: Protein structure prediction from pattern recognition point of view

Talk III: Protein interaction network study

Talk IV: Bioimage pattern recognition with applications on protein subcellular location classification

Talk V: Optimize bioinformatics model
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