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ABSTRACT

In this research, the group of genes HAP2, HAP3, HAP4 and CYCI1 under diauxic shift
condition of Saccharomyces Cerevisiae is considered. The objective of this study is to infer the
regulatory mechanism of these genes from their expression levels under diauxic shift condition;
i.e. changing carbon resource from glucose to ethanol. Bayesian inference technique is applied
to evaluate the conditional probabilities and scores of all probable regulatory networks.
Experimentally, eight networks of maximum score are found. These networks all report the co-
regulation of CYCI by HAP2, HAP3. The result coincides with prior biological reports
confirming that HAP2, HAP3, HAP4 are co-regulators of CYC1. HAP2 and HAP3 proteins bind
at specific promoter site of CYC1 gene and HAP4 is reported to be the activator of CYC1. This
shows that the inference of gene regulatory network from the expression data could be reasonably

done by using Bayesian network technique.
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