Additional file 3: Table S2: The microarray gene expression datasets used in this
study.
	GEO ID
	Platform
	Number of 

Filtered Genes 
	Samples

(Tumor : Adjacent)

	GSE14520* [1, 2]
	GPL3921

(Affymetrix HT Human Genome U133A Array)
	12,994
	225 : 220

	GSE25097* [3, 4]
	GPL10687
(Rosetta/Merck Human RSTA Affymetrix 1.0 microarray, Custom CDF)
	20,442
	268 : 243

	GSE36376* [5]
	GPL10558
(Illumina HumanHT-12 V4.0 expression beadchip)
	30,446
	240 : 193

	GSE57957* [6]
	GPL10558
(Illumina HumanHT-12 V4.0 expression beadchip)
	31,413
	37 : 37

	Total
	
	
	770 : 693

	GSE10186# [7]
	GPL5475
(Human 6k Transcriptionally Informative Gene Panel for DASL)
	5,729
	62 : 0


                     * for meta-analysis; # for survival analysis
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