
Mario Medvedovic, Siva Sivaganesan, John Reichard, Mukta Phatak, Wen Niu, Jing 
Chen, Vineet Joshi 

http://LincsGenomics.org    



Placing LINCS perturbagen signatures in the context 
of other “genome-scale” signatures 
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Signature: 
“genome-wide” (for each gene) list of 
“scores” (activity level) and “p-values” (statistical 
significance) 

 
Signature types: 

Differential gene expression signatures (log-ratio, p-
value) 
Transcription factor binding signatures (score, 
probability of binding) 
(Poster by Jing Chen) 

 



Libraries of pre-computed signatures  
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 LINCS Perturbagen Signatures: transcriptional signatures 
of “perturbagen” activity constructed based on Broad L1000 assay 
data.  
 
Disease Related Signatures: transcriptional signatures 
constructed by analysis of GEO GDS collection 
 
ENCODE Transcription Factor Binding Signatures: 
transcription factor (TF) binding signatures constructed using 
ENCODE ChIP-seq data 
 
Connectivity Map Signature: transcriptional signatures of 
“perturbagen” activity based on CMAP 2 data. 



Genomics datasets that can be used to create custom 
signatures 
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 ~3,000 genomics datasets with ~100,000 
transcriptional profiles 
 
GEO GDS data collection of human, mouse and rat 
datasets 
 
TCGA RNA-seq data 
 
Custom curated datasets of interest 



Find or construct a genome scale signatures 

Find concordant signatures 

Establish biological model of concordance 



Finding pre-computed signatures and their concordant 
signatures 
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Finding signatures enriched for a gene list 
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Finding signatures enriched for a gene list 
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