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Figure S1: The selection frequencies of gene sets in the Hallmark collection over 100 replications
resulted from PrognosiT algorithm and the selection frequencies of top 50 pathways in the PID
collection over 100 replications resulted from PrognosiT algorithm.
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Figure S2: Statistically significantly up- or down-regulated genes during tumor progression
selected by PrognosiT algorithm on thyroid carcinoma (i.e., THCA) data set over 100 replications.
We performed paired Wilcoxon test to determine whether there is a significant difference (i.e.,
p-value < 0.05) between the gene expressions coming from tumor and normal tissues.
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Figure S3: Statistically significantly up- or down-regulated genes during tumor progression
selected by PrognosiT algorithm on thyroid carcinoma (i.e., THCA) data set over 100 replications.
We performed paired Wilcoxon test to determine whether there is a significant difference (i.e.,
p-value < 0.05) between the gene expressions coming from tumor and normal tissues.
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