Supplementary Table 6. Dataset related to Figure 5C. HT-seq, High-throughput sequence.
	Dataset
	Sample size
	Treatment
	Methods
	Reference

	Ravi
	142
	Immunotherapy
	HT-seq
	[1]

	GSE41271
	274
	Surgery
	Array
	[2]

	GSE47115
	44
	Surgery
	Array
	[3]

	GSE73403
	69
	Surgery
	Array
	[4]

	GSE101929
	66
	Surgery
	Array
	[5]
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