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WFFERE SR OMEZE (Z3C) : The steering group promoted the cooperation among four different
research groups in Systems Genomics, one of the four research areas of the new genome
reseach project. We also performed a variety of activities to manage the whole research
area(that is, not only Systems Genomics but other three areas; Comparative Genomics,
Applied Genomics, and Comprehensive Genomics) organically and smoothly, so that they can
promote their research effectively as an entire research area.
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