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内容概要

The purpose of this edited book is to bring together the ideas and findings of data mining researchers and
bioinformaticians by discussing cutting-edge research topics such as, gene expressions, protein/RNA structure
prediction, phylogenetics, sequence and structural motifs, genomics and proteomics, gene findings, drug design,
RNAi and microRNA analysis, text mining in bioinformatics, modelling of biochemical pathways, biomedical
ontologies, system biology and pathways, and biological database management.

Page 2



第一图书网, tushu007.com
<<生物信息学知识新发现>>

作者简介

Xiaohua Hu, PhD, is Assistant Professor of Computer Science in the College of Information Science and
Technology at Drexel University. His research has been published in such journals as IEEE Computer, Knowledge
and Information Systems, Journal of Intelligent Systems, and the International Journal of Applied Intelligence.
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