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Figure S3. Network of the magenta4 module. lncRNAs (diamonds) and mRNAs (ellipses) at probe-level are shown in an organic layout. 
Nodes are connected by edges whose sizes are proportional to their WGCNA weights: the higher, the thicker. Node size is proportional 
to the intramodular connectivity measure (kWhithinScaled) and node border color and width indicate the fold-change between 
Erl-resistant/intermediate EMT, and Erl-sensitive/epithelial NSCLC cell lines: red = upregulation (|fold-change| > 1.5); blue = down-regulation 
(|fold-change| < 0.5); white = no expression variation; thickness= the higher, the thicker. Nodes of selected lncRNAs are filled in green.


