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The rice research covers varieties of research topics including basic sciences to breeding.
The demands for rice resources, both in terms of quality and quantity, from researchers in this field
increase every year, because the fields cover wide varieties of research topic and the rapid
advancement of analytical methods. For example, in recent years, GWAS technique using SNPs
found in natural rice populations has become popular in rice research due to ease in massive
determination of SNPs by next generation sequencers. In addition, the new mapping technique using
both GWAS and conventional outcrossing breeding is developed and our users are looking forward to
applying this technique for their research. Thus, upgrading the contents of the resources to support
finding and isolating useful genes is still underway. It is almost impossible to prepare all the genetic
tools by researchers by themselves. Thus, it is important to line up useful genetic resources
systematically by NBRP for researchers using rice as experimental system.

For the operation of this project, we invited leading scientists in the field of rice research as
external advisers and organized a committee with project members. In the committee meeting held
once in every year, we obtained valuable advises from the committee members and had successfully
operated the project so that the users got to use the NBRP rice resources beneficially. The NBRP rice
project is one of the two major rice resource centers in Japan. We need to have communication with
another center in Ministry of Agriculture, Forestry and Fisheries (MAFF). We have several
committee members from MAFF and had exchanged information to avoid duplicated services to
users. NBRP rice project was operated under three institutes (NIG, Kyushu University, Nagoya
University). All three institutes fully supported the project in terms of facility usage such as
experimental farm and greenhouses. In addition, intellectual property houses in these institute also
supported the project.

During the third period of NBRP, 66scientific papers were published using NBRP rice
resources. Among them, 37 papers were published in journals with more than IF 3.0. Those include
Nature, Nature Genetics, PNAS, Plant Cell, JCS and PLoS Genetics. This manifests that NBRP rice
resources are valuable and useful for the scientist in this field.

Following is a list of achievements in specific points during the third period of NBRP rice.

1) Mutation lines: We achieved the goal, in terms of the number of collected, preserved and provided
lines. TILLING open Lab is used frequently by many researchers.

2) Experimental lines derived from land races: We collected, preserved and provided RILs, cCSSLs
and NAMs.

3) Experimental lines derived from wild species: We collected, preserved and provided wCSSLs. We
faced several difficulties in maintaining MAAL, but, by appropriate quality control, those are
now ready for distribution.

4) Genome sequences of wild species: Genome sequences from more than 200 wild accessions are
now ready for release from our database.

5) Upgrading Oryzabase: We developed Oryzagenome viewer, which facilitates SNP finding among

463 accessions of O. rufipogon.
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