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손승범, 김태용, 이상엽*

 

KAIST 

(leesy@kaist.ac.kr*) 

Here we present the genome-scale metabolic reconstruction of the fission yeast 

Schizosaccharomyces pombe, a model eukaryotic system. Although the budding yeast 

Saccharomyces cerevisae, is more characterized and extensively studied, the cell cycle 

of S. pombe is highly similar to mitosis and is more ideal for studying cell cycle 

regulation. It has the smallest number of protein encoding genes in its genome, thereby 

making it a model for studying minimal cells. Here we present the genome-scale 

metabolic reconstruction of the fission yeast S. pombe and analysis of its metabolic 

network. With this metabolic model, the metabolism of this yeast is examined to attain a 

better understanding of its inner working and unique metabolic characteristics. [This 
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