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M athematic methods of biological process
WANG Fel,TANG Yin, X1 Yan-ping,LU Ru-gian

Shanghai Key lab of Intelligent Information Processing, Department of Computer Science and
Engineering, Fudan University, Shanghai 200433, China

Abstract

Research within bioinformatics is classified into two categories, oneis static biological problem to do research at cell and
moleculelevel, the other, whichis called biological process, isdynamic biological problem to research dynamic
evolvement of these static characters.A main mathematical approach of the former isto find efficient algorithms, whereas
it of the latter isto give mathematic model to simulate and analyze biological process.Three mathematic models,
differential equation, Bayesian networks and process algebra, are surveyed and discussed from the view of biological
process.
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