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automated camera touring.

The visualization prototype shows a test corpus of proteins with the output of a
DNA-binding classi er. The overview (left) shows aggregate performance across the
corpus, while the detall view (right) shows an individual protein and its classi cations.
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Each protein Is represented by a small multiple. The visualization in
the glyphs can be changed to a ord di erent views of the data and
the corpus can be reordered to discover patterns in performance.
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