ccRCC tumour minus NAT

Adjusted category P - robust Hommel multiple-testing correction
Positive values indicate higher tumour abundance.
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Mean NES (right panel)

Stars: * P<0.05; * P<0.01; ** P<0.001; *** P <0.0001 (adjusted category P). Blank: P > 0.05 or not evaluable; see category card.

A significant category has evidence for at least one enriched set; stars do not measure effect size or extent.
Minimum supported enrichment d/N, with 95% simultaneous confidence, is shown in Category evidence.

Method: robust Hommel closed testing. Goeman et al. (2019), doi:10.1093/biomet/asz041.



