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Supplementary Table1. Overview of the 6 datasets
	Datasets
	Group
	Sample Type
	Experiment Type
	HC
	SA

	GSE137268
	Training
	Induced sputum
	Bulk RNA
	15
	12

	GSE76262
	Training
	Induced sputum
	Bulk RNA
	21
	93

	GSE158752
	Validation
	BEC
	Bulk RNA
	17
	25

	GSE43696
	Validation
	BEC
	Bulk RNA
	20
	38

	GSE67940
	Validation
	BEC
	Bulk RNA
	31
	30

	GSE172495
	Single-cell Sequencing
	PBMC
	ScRNA
	6
	10

	Abbreviations: BEC, Bronchial epithelial cells; PBMC, Peripheral blood mononuclear cells; HC, Healthy control; SA, Severe asthma



