Dataset No. Genes| Design Phenotype SWISS Cluster SWISS | Sig. Diff?
Dataset | | 800 Single Channe| 0.946 0.896 No
Reference 0.928 0.913 No
Dataset Il | 2000 Single Channe| 0.886 0.840 Yes
Reference 0.880 0.821 Yes
Dataset Il | 4000 Single Channe| 0.818 0.712 No
Reference 0.803 0.674 No
SWISS scores of datasets | — Il of Experimentalpligation | when classifying samples

according to their biological phenotype and theim€ensus clustering classifications. We also
report the number of genes included in the analgier filtering based on Median Absolute
Deviation (MAD), and whether there is a significalifference between the phenotype SWISS

and the clustering SWISS scores.



