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Figure S1. Alternative incidence of published recurrent somatic mutations associated with Cushing’s
disease when considering only the results from next generation sequencing.
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Figure S2. Schematic representation of all non-synonymous mutations identified by next generation
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sequencing until now in Cushing's disease.
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Figure S3. Reconstructed whole network topology of the 607 CD genes and their direct interaction partners (2100 nodes and 2802 edges; mutations in red).



Supplementary Table S1. See separate file.
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