Table S2. The LUAD datasets used for application of LncRIndiv.
	Data type
	Data source
	Normal
	Cancer
	Reference

	Microarray
	GSE18842
	45
	/
	1[]


	
	GSE37768
	20
	/
	-

	
	GSE31210
	20
	/
	2


[ ADDIN EN.CITE ]


	
	GSE19188
	65
	45
	3


[ ADDIN EN.CITE ]


	
	GSE19804
	60
	60
	4


[ ADDIN EN.CITE ]


	
	GSE30219
	/
	81
	5


[ ADDIN EN.CITE ]


	
	GSE29013
	/
	11
	6


[ ADDIN EN.CITE ]


	
	GSE31546
	/
	13
	-

	
	GSE37745
	/
	40
	7


[ ADDIN EN.CITE ]


	Sequencing
	TANRIC-KOREN
	77
	87
	8
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Table S3. The paired normal-cancer LUAD sample data used for evaluating the performance of LncRIndiv.
	Data type
	Data source
	Normal
	Cancer
	Reference

	Microarray
	GSE27262
	25
	25
	9


[ ADDIN EN.CITE ]


	Sequencing
	TANRIC-TCGA
	57
	57
	8


[ ADDIN EN.CITE ]



Table S4. The datasets of stage I and II LUAD patients without adjuvant therapy.

	Data type
	Application
	Data source
	Cancer
	Reference

	Microarray
	Training dataset
	GSE30219
	80
	5


[ ADDIN EN.CITE ]


	
	
	GSE29013
	8
	6


[ ADDIN EN.CITE ]


	
	
	GSE31546
	13
	-

	
	
	GSE37745
	35
	7


[ ADDIN EN.CITE ]


	
	Validation dataset
	GSE31210
	204
	2


[ ADDIN EN.CITE ]


	
	
	GSE50081
	128
	10


[ ADDIN EN.CITE ]
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