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Supplementary Figure 1: 10000 random gene sets of size 110 are run against KEGG pathways. P-value
uniformity test of ANUBIX. Reported p-values are plotted against theoretical quantile (rank). Software: R
version 3.4.3 https://www.r-project.org/.
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Supplementary Figure 2: 10000 random gene sets of size 50 are run against KEGG pathways. P-value
uniformity test of ANUBIX. Reported p-values are plotted against theoretical quantile (rank). Software: R
version 3.4.3 https://www.r-project.org/.
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Supplementary Figure 3: 10000 random gene sets of size 200 are run against KEGG pathways. P-value
uniformity test of ANUBIX. Reported p-values are plotted against theoretical quantile (rank). Software: R
version 3.4.3 https://www.r-project.org/.
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