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* Needed: simple vehicle to convey infovis * Collaborate with COMPASS-TB project team to redesign
methods to specialists in other domains a clinical report for tuberculosis (TB ) whole genome
sequencing (WGS)

C g % Introducing infovis to domain specialists Application & collaboration context

« Solution: use less complex design problem,
like a static report « Show a design study methodology in action
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4. Use images judiciously

1. Design around tasks 1. Exploit visual hierarchy

2. Compare components not 2. Use emphasis carefully 5. Information density OK,

just whole designs with caution

3. Compared against a control 3. Use words precisely



