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Using genome sequencing, one can predict possible interactions
among proteins. There are very few titles that focus on protein-protein
interaction predictions in bacteria. The authors will describe these
methods and further highlight its use to predict various biological
pathways and complexity of the cellular response to various
environmental conditions. Topics include analysis of complex genome-
scale protein-protein interaction networks, effects of reference genome
selection on prediction accuracy, and genome sequence templates to
predict protein function.
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