United Soybean Board gives $1.1 Million Grant to construct Soybean Proteome and Metabolome maps

The soybean researchers at the University of Missouri were awarded $1.1 Million grant from the United Soybean Board (http://www.unitedsoybean.org/) to construct proteome and metabolome maps for soybean. Dr. Henry Nguyen, Professor, Division of Plant Sciences is the principal investigator of this three year funded project, and Dr. Gary Stacey (Professor, Division of Plant Sciences) and Dr. Dong Xu (Professor at the Computer Science Department) are the co-principal investigators.
Although the genetic blueprint of soybean is represented by the genome, its phenotype is a product of that blueprint manifested as the production of proteins and metabolites influencing growth characteristics, stress response and yield. Profiling soybean gene products will provide a foundation for a systems biology approach to key processes in soybeans such as seed development, which will lead to the genetic improvement of yield and seed composition.
The focus of this research project is the identification of proteins involved in basic developmental and physiological responses in soybean, in addition to the survey of metabolic factors involved or associated with these processes. 
It is well known that environmental cues influence developmental phenotypes in plants. Various biotic stresses such as fungal disease and abiotic stresses such as drought also elicit phenotypic responses from the genome. Thus, by working outside of the genome and studying the products of it instead, a direct correlation between response and molecule can be made. Another major outcome of this research project is the identification of bioactive compounds/small molecules for human health and animal feed benefits.
This research project will build upon the past and current USB investments in genetic markers and physical map development. The outcome of this project will provide a foundation for integrating new gene product phenotype data from novel proteomic and metabolomic discoveries with genome sequences and markers. Another major outcome is the identification of bioactive compounds/small molecules for human health and animal feed benefits. This will be a new resource for the soybean community working on the genetic improvement of soybean yield, stress tolerance and seed traits. The information linking phenotype to genotype can be used by plant breeders, geneticists and biotechnologists for soybean improvement. 
