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Dataset details

= The dataset has 47320 native features
= After collapsing features into gene symbals, there are: 34691 genes

Gene set details

= Gene set size filters (min=15, max=500) resulted in filtering out 4851 / 9996 gene sets
« The remaining 5145 gene sets were used in the analysis
= List of gene sets used and their sizes (restricted to features in the specified dataset)

Gene markers for the 1 versus 0 comparison
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