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Folks,

First a big thanks to all that attended—especially those that flew great distances!  All of your contribution and inputs
 are greatly appreciated.  I think we had a good meeting and there are many areas of opportunity to work together to
 better exploit our genebank collections to improve soybean breeding for the future. We identified some first steps
 where we can work together, but I think we will need to work hard to keep momentum going.

Please let me know if you have any comments or want to make any modifications to the attached report.

Sincerely, Scott Jackson

mailto:/o=ExchangeLabs/ou=Exchange Administrative Group (FYDIBOHF23SPDLT)/cn=Recipients/cn=outlook.uga.edu-54341-sjackson9392f917efe2c
mailto:jjones@smithbucklin.com
mailto:m.abberton@cgiar.org
mailto:scannon@iastate.edu
mailto:RJoost@smithbucklin.com
mailto:Randall.Nelson@ars.usda.gov
mailto:Jack.Okamuro@ars.usda.gov
mailto:Jack.Okamuro@ars.usda.gov
mailto:peter.wenzl@croptrust.org
mailto:sukhalee@snu.ac.kr
mailto:qiulijuan@caas.cn
mailto:liyinghui@caas.cn
mailto:ishimoto@affrc.go.jp
mailto:kaga@nias.affrc.go.jp
mailto:stup0004@umn.edu
mailto:ricardo.abdelnoor@embrapa.br
mailto:ricardo.abdelnoor@embrapa.br
mailto:Peter.Bretting@ars.usda.gov
mailto:marcelofernandes.oliveira@embrapa.br
mailto:steven.cannon@ARS.USDA.GOV
mailto:Francois.Belzile@fsaa.ulaval.ca

International Meeting on the Genomics of Glycine Genebanks.

April 16, 2015

Seattle, Washington



Attendees:

Ricardo Abdelnoor, EMBRAPA-Soja, Brazil

Fraçois Belzile, Univ. Laval, Canada

Steven Cannon, USDA-ARS, USA

Masao Ishimoto, AFFRC, Japan

Scott Jackson, Univ. of Georgia, USA

Jennifer Jones, USB, USA

Akito Kaga, NIAS, Japan

Suk-Ha Lee, Univ. Seoul, Korea

Randall Nelson, USDA-ARS, USA

Lijuan QIU, CAAS, China

Robert Stupar, Univ. of Minnesota, USA

Peter Wenzl, DivSeek, Germany



Summary of presentations: Peter Wenzl provided an overview of the mission and goals of DivSeek (www.divseek.org) and insights from work on Seeds of Discovery where genomics was being used to characterize large collections of maize and wheat germplasm, along with pre-breeding activities.  Ensuing country reports provided numbers on species in collections and ongoing activities to genomically and phenotypically characterize these collections. Other presentations highlighted some of the challenges in using DNA sequencing to characterize complex genomes, including non-SNP variation and the need for additional reference genomes to capture information not found in the Williams82 reference sequence.



After presentations, the group discussed how to work together to i) establish a global inventory of Glycine collections, ii) collect current sequence-based genotypic information to cross reference this information, and 3) explore the possibility of genotyping all the national core collections using a common genotyping platform (e.g. genotyping-by-sequencing).


Discussion Outcomes: Opportunities to work together

1. Global inventory for collections and associated genotypic data (Lead, Randy Nelson)

· First step would be collecting and cross referencing of accessions 

· Eventually associate with genotypic (phenotypic) information

· Outcome: an inventory of common and genebank-specific accession allowing curators to understand the global collection, limitation and needs, and users to find accessions across all collections.

2. Merge and integrate current sequence-based datasets—needs a PHD level person to coordinate.

· Outcome: an initial step in sharing data.

· Outcome: a database of variants that can be used for rapid genotyping by individuals and to place accessions within the broader collection.

3. Potentially do GBS on all core collections to create pan-Glycine database to understand the genetic composition of each collection and its relationship to the global collection.

· Outcome: a database that can be used to place individual accessions and collections

4. Explore opportunities to work with DivSeek.

· Outcome: leveraging tools and databases to increase impact of genomic characterization of Glycine genebanks.

5. Additional items to continue discussion

· For countries with restrictions on sharing of germplasm, can associated data be shared?




