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Figure S1 

The analysis workflow for microarray datasets and CMap compounds screen. Details for 

microarray analysis with dChip were listed in methods section. The lung AC signatures drawn 

from differential expression analysis were used to query CMap for screening candidates，only 

compounds with negative scores and p-values less than 0.05 were retained as potential 

therapeutic agents for lung AC. 

 

Table S1 

Summary of microarray dataset GSE7670.  
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GEO datasets GSE7670

Organism Homo sapiens

Sourse Taipei Veterans General Hospital7 china

Platforms Affymetrix HG9U133A

Characteristics Adjacent normal9tumor matched lung cancer

samples were selected at early and late stages0

Totally7 66 samples including patient samples7

other lung or lung AC tissue or cell lines were

involved in this data set0

Detail samples

information
54 paired samples were selected in our study

Normal lung Lung adenocarcinoma
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