Additional file 2: Table S2 for

A comprehensive genomic pan-cancer classification using The Cancer Genome Atlas gene expression data
Table S2. Hyper-parameters used for XGBoost.
  
	Hyper-parameter
	Optimization range
	Optimal value

	Learning rate
	[0.04 – 0.1]
	0.1

	Maximum tree depth
	[4, 6, 8, 10]
	4

	The minimum child weight
	[1 – 10]
	1

	Subsample rate (row sampling)
	[bookmark: _GoBack][0.5 – 1]
	0.75

	% feature used in each boost (column sampling)
	[0.4 – 1]
	0.75



