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Black Cottonwood trees (Populus trichocarpa) have potential as a bioenergy feedstock and is the subject of intense research within the Bioenergy Science Centre. Biological systems can be viewed as networks of interacting components. Studying the changes in network structure present in different genotypes may yield insights into regulatory structure. Metabolites obtained by GC-MS across 701 different genotypes were used to build a metabolite correlation network. A metabolite correlation network can be viewed as an aggregate network model for the genotype to metabolite connections. Sample-specific networks can be deduced from the agglomerative network in a leave-one-out-approach. The resulting sample-specific network shows each genotype’s contribution to the relationship between two metabolites. This change in the metabolite relationship may be viewed as a phenotype on which a Genome-Wide Association Study can be performed. As such, obtaining sample-specific networks may aid the characterization of underlying regulatory networks.
