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The following project was implemented for the third phase (2012-2017) under the framework of Okayama University
as a Representative Organization (PI: Professor Kazuhiro Sato, Institute of Plant Science and Resources).

- Collection of resources: We have introduced 100, 100, 100, 109 and 99 strains, totaling 508 strains each year
through deposit. The total number achieved 500 strains originally targeted. For DNA, 274 samples of genomic DNA
were added from the preserved strain through deposit.

- Resource conservation: 17,508 strains (increase in number due to each year’s deposit), and 380,274 DNA samples
were conserved as intended. Regarding renewal of strain seeds, 1,182, 1,094, 1,041, 1,019, and 1,024 strains were
cultivated in each year, harvesting 5,360 strains in total. They were threshed, quality controlled and stored in storage.
We also stored strain seed and DNA (3,072 samples) for TILLING. The cDNA clones (ca. 80,000) and the BAC
clones (ca. 300,000) were stored together with the replication in deep freezers. Filters (large 16, small 96) spotted
with BAC clones and BAC super pool DNA (796) were stored in refrigerated and frozen conditions, respectively.
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During the third term, a DNA automatic isolation system, a deep freezer and a microchip electrophoresis equipment
were renewed due to aging or to improve the quality of preservation.

- Resource distribution: We concluded MTA prior to all distributions. After the MTA was concluded, the fee was
charged by credit card payment. Seed samples were sent after application for plant quarantine and inspection
procedures. For the barley strain, we provided 1,654, 1,567, 1,986, 2,216, 1,835 strains for each year and 10, 17, 2,
1 and 274 (strain genomic DNA) samples for DNA resources. The total number was 9,562, which was slightly lower
than the target number (11,000).

- Resource backup: A total of 5,268 strains were deposited in the Global Seed Vault, Spitsbergen Island by 3 times.
5,129 strains were deposited in the Genetic Resource Center of National Agricultural Research Organization. In
addition, DNA clone backup at other organizations (full-length cDNA: 5,009 clones Kyoto Univ., BAC 300,000
clones Univ. of Arizona) was continued.

- Hosting of Steering Committee: Each annual steering committee was held twice to report the project results, plan
and coordinate the project with the research community. Members of the steering committee are representatives of
barley related laboratory at Okayama University, barley researchers related to university and National Agricultural
Research Organization, head of barley breeding programs, wheat, rice and Arabidopsis researchers.

- Database construction: Updated the database page design and added access to barley genome information. The
NBRP barley homepage (http://www.shigen.nig.ac.jp/barley/) had ca. 10,000 accesses per month in the NBRP third
term. In the database information, trait information, image information of spikes and grains, mapping information of
collection sites, basic experimental protocols of barley are available, and 384 SNP information on ca. 5,000 strains
was added. The cDNA sequence information can be searched including annotation information, and an electronic
map of about 3,000 genes of barley and comparative map information with wheat can be used.

Comprehensive promotion of projects: We conducted exhibitions at related academic conferences and tried to
introduce NBRP barley resources. Although we do not organize an own symposium, we gave lectures on the genetic
resources and genome information of barley at the plant genetic resources and stress science symposium held annually
by Institute of Plant Science and Resources, Okayama University. Furthermore, a workshop on barley resources
sponsored by the Joint Usage/Research Center is being held at the institute. In addition, we organized an annual
research meeting on wheat and barley user communities to organize sessions related to NBRP, we worked on
providing information on resources and gathering opinions from users. We tried to share information by utilizing

mugi-net mailing list as a communication network of the user community.
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