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- Automated and semi-automated HCA R { helust
approaches make assumptions about dist

the data.

- Alternatively, a more steerable
approach could be followed.

- A hierarchical clustering
algorithm (HCA) is used to
detect time patterns.

LLLELLL

EVALUATION

- The display of large
dendrograms can be improved
using a radial layout.

- A prototype has been developed in
collaboration with biologists for analysing
their own datasets.

- The visual encoding follows
perception principles and
biological drawing conventions.

- The prototype has been tested
iteratively to refine features and capture
new requirements.

- The intention was to support
interactive multiple-height branch-cut.
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- Hierarchical clustering algorithms are used to
find patterns in short time-series gene
expression data.
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— - However, the visual exploration of large
- = = — - dendrograms is problematic.

- Therefore, we developed a visual analytics
approach for a more steerable exploration, that
enables multiple-height branch-cut.
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