Design of Integrated Translational Bioinformatics Systems
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Unit of Analysis: Software-supported problem solving session aimed at formulating an
hypothesis about disease mechanisms Structure
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Data Collection: Think-alouds, task duration, actions, outcomes, impasses, goals,
intentions, reasoning, judgments
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available or when biological knowledge is incomplete.

Provide domain-based contexualizing information: Types of interactions, types of
molecules, ability to import one’s own data, overlays of protein interactions and
pathways, overlays of protein interactions and disease-ome. T




