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Supplementary Figure 1. Monte Carlo iterative ensemble classification method.

LIMMA, linear models for microarray; OVL, overlap of locally adaptive kernel

densities; WSV, weight of support vectors; KNN, k-nearest neighbors, RFO,

random forests; SVM, support vector machine.
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Datasets
 
Lung samples (normal lung, LUAD and LUSC) were selected from the following projects/series: 

 

 Sequence Read Archive (https://www.ncbi.nlm.nih.gov/sra): SRP012682; 
 

 Genomics Data Commons (https://gdc.cancer.gov): CPTAC-3, TCGA-LUAD, TCGA-LUSC; 
 

 Gene Expression Omnibus (https://www.ncbi.nlm.nih.gov/geo): GSE2109, GSE3526, 
GSE7307, GSE8545, GSE8581, GSE10006, GSE10245, GSE10799, GSE11784, GSE12667, 
GSE13933, GSE15240, GSE16538, GSE18490, GSE18674, GSE18676, GSE18842, 
GSE18995, GSE19188, GSE19804, GSE20578, GSE20585, GSE21369, GSE21411, 
GSE24206, GSE27262, GSE27556, GSE27716, GSE27719, GSE28571, GSE28582, 
GSE30219, GSE31210, GSE31546, GSE31908, GSE33356, GSE33532, GSE33846, 
GSE37745, GSE37768, GSE40791, GSE43346, GSE43580, GSE50081, GSE51024. 


