CONCLUSIONS
This systems biology study uses machine learning on time series of transcriptome data to generate testable hypotheses for the potential mechanisms underlying the NO3- transduction signal. We demonstrate that a part of the NO3- response (happening within minutes after NO3- provision) has been missed by previous transcriptional approaches.  This early response contains candidate transcription factors such as SPL9 that can modify the characteristics of NO3- signal propagation in gene networks. Furthermore, we demonstrate that state-space modeling can infer putative regulatory networks on sparse datasets and thereby suggest hypotheses that will help to decipher poorly understood signaling pathways {Ruffel, 2010 #1199}.
