Table S1: Summary of data sets used in this study
No Data set Omics Platform No. of Patient ratio | References
ID data type stage | LUAD (S1/82)
patients
1 FUSCC Transcriptomic lllumina HiSeq X 83 1.52 -
2 GSE31210 | Transcriptomic Affymetrix Human Genome 168 0.89 1,2
U133 Plus 2.0 Array
3 GSE13213 | Transcriptomic Agilent-014850 Whole 79 1.32 3
Human Genome Microarray
4x44K G4112F
4 GSE11969 | Transcriptomic | Agilent Homo sapiens 21.6K 47 1.94 4,5
custom array
5 GSE50081 | Transcriptomic Affymetrix Human Genome 92 0.56 6
U133 Plus 2.0 Array
6 GSE68465 | Transcriptomic Affymetrix Human Genome 108 1.16 7
U133A Array
7 GSE42127 | Transcriptomic lllumina HumanWG-6 v3.0 89 0.68 8,9
expression beadchip
8 GSE26939 | Transcriptomic | Agilent-UNC-custom-4X44K 62 1.48 10
9 GSE72094 | Transcriptomic | Rosetta/Merck Human RSTA 265 0.74 11
Custom Affymetrix 2.0
microarray
10 | GSE30219 | Transcriptomic Affymetrix Human Genome 71 0.54 12
U133 Plus 2.0 Array
11 | GSE41271 Transcriptomic lllumina HumanWG-6 v3.0 100 0.67 13-16
expression beadchip
12 TCGA Genomic lllumina HiSeqg 2000 232 - 17
12 TCGA Transcriptomic lllumina HiSeqg 2000 232 1.13 17
13 | Gillette et al Genomic lllumina HiSeq4000/ HiSegX 55 - 18
13 | Gillette etal | Transcriptomic lllumina HiSeq4000 55 0.28 18
13 | Gillette et al Proteomics LC-MS/MS 55 - 18
13 | Gillette etal | Phosphorylated LC-MS/MS 55 - 18
proteomics
14 Xu et al proteomics LC-MS/MS 51 - 19
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