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Progress of Bioinformatics in Post genome Era

WANG Zheng-hua, WANG Y ong-xian
(College of Com puter, Natbnal Univ. of Defense T echnology, Changsha 410073, China)

Abstract With the rapid development of biotechnology and informatics, bioinformatics emerges. An introduction and
overview of the current state of the field of bioinformatics are proposed and some representative studies are also introduced and
analyzed. The characteristics of current and future research are summarized and a few of questions to be resolved urgently are
proposed finally.
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