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The RIKEN Structural Genomics/Proteomics Initiative (RSGI) (http://www.rsgi.riken.jp) was organized in 2001 to undertake a
structural genomics and proteomics project at RIKEN. The Advanced Protein Crystallography Research Group has been focusing on
the project by SR crystallography as a part of RSGI together with the Protein Research Group, Genomic Sciences Center. The Ministry
of Education, Culture, Sports, Science, and Technology (MEXT) started the National Project on Protein Structural and Functional
Analyses (NPPSFA or Protein 3000) in 2002. RSGI has been integrated into the project as one center of the program for comprehensive
studies. For structural genomics beam-lines at SPring-8, we have succeeded the R & D for automated SR crystallography to accelerate
and improve the methodology development including protein crystallization and beam-line robotics. In June 2005, we began the
services for data collection of crystallized samples which are sent by express mails from the outside
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