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The draft version of the Budding Yeast Molecular Interaction Map includes signal transduction and carbohydrate metabolic pathways, as well as cell activities. G1 cyclins and B-type cyclins are surrounded with green and red lines respectively. Our long term goal is to successively enhance the
cycle net work. 'Signal Transduction and Carbohydrate Metabolic Pathways' includes five major signal transduction and other related pathways: map to cover each and every interaction in budding yeast within the next decade.

the pheromone response pathway, the filamentous/ invasive growth pathway, the high osmolarity glycerol (HOG) pathway, the cell wall integrity The success of the Yeast Interaction Map project will results in a precise and exhaustive interaction map of yeast which will be an invaluable
pathway, the Tor signaling, the autophagy/ Cvt pathway, the carbohydrate metabolism, and the glucose sensing pathway. Modules, such as MAPK resource to the community. But, this requires extensive feedback and kind collaboration from the yeast community.

cascade, are highlighted within color boxes. 'Cell Division Cycle' includes core regulatory processes which regulate cyclin-dependent kinase Please provide us your comments on the map and possible contribution to: yeast _ map@sbi.jp
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