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Stragegic Goals for Soybean 
Genomics Research 2012-2016 

•  Genome sequence 
•  Gene  function 
•  Transformation / Transgenics 
•  Translational genomics 



Strategic Plan Progress 

•  Develop mechanism for submission 
•  Simplify compilation of the annual 

accomplishment update 
•  Responsibility of Soy GEC ?  



Most Effective Content 

•  What was done? 

•  When, Who, Where was it done? 

•  What were the most significant results? 

•  Citations for all relevant publications 

We appreciate your efforts to be: 

Clear, Concise, Correct & Complete as possible 



Example  
 Authors & Affiliation: Su Jeoung Suh, Brian C. Bowman, 

Namhee Jeong, Kiwoung Yang, Christin Kastl, Sue A. Tolin, M.A. Saghai 
Maroof and Soon-Chun Jeong 

 Title: The Rsv3 Locus Conferring Resistance to Soybean Mosaic 
Virus is Associated with a Cluster of Coiled-Coil Nucleotide-Binding 
Leu-Rich Repeat Genes   doi:10.3835/plantgenome2010.11.0024 

 Citation:The Plant Genome 2011 4:55-64 

 Abstract: The Soybean mosaic virus (SMV) resistance locus, Rsv3, previously mapped between markers A519F/R 
and M3Satt in the soybean molecular linkage group B2 (chromosome 14), has been characterized by examination of the 
soybean genome sequence. The 154 kbp interval encompassing Rsv3 contains a family of closely related coiled-coil 
nucleotide-binding leucine-rich repeat (CC-NB-LRR) genes. Tightly linked to this region are additional CC-NB-LRR genes and 
several leucine-rich repeat receptor-like kinase (LRR-RLK) genes, thereby indicating that members of both multigene families 
constitute a heterogeneous cluster at the Rsv3 chromosomal region. To further confirm the sequence and genetic map 
concordance, we developed 16 markers from the genomic sequence including predicted CC-NB-LRR genes and their flanking 
sequences. Mapping of the resultant markers in three populations showed parallel alignment between the genetic and 
sequence maps in the Rsv3-containing region. Phylogenetic analysis of five CC-NB-LRR genes including a pseudogene 
showed they were highly similar to each other and formed a subclade within a CC-NB-LRR gene clade with representatives 
from several plant families including legume species. These results demonstrate that the Rsv3 locus is associated with this 
cluster of CC-NB-LRR genes, thereby suggesting that the Rsv3 gene most likely encodes a member of this gene family. In 
addition, information from this study should facilitate marker-assisted selection and pyramiding of resistance genes. 



2102 Accomplishments 

•  Soy GEC nominations and elections 
•  Follow-up with soybean research 

community  
•  Email, SoyBase 

•  Soy GEC meet at Molecular & Cellular 
Biology of the Soyebean meeting in 
August 



Putting the best case forward… 


