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1=cell growth: 2=budding,cell polarity and filament formation: 3=pheromone response,mating-type determination
4=cell cycle check point protein: S=cytokinesis: 6=rRNA synthesis: 7=tRNA synthesis

8=transcriptional control: 9=other transcriptional activities: 10=other pheromone response activiries

11=stress response: 12=nuclear organization
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