SUPPLEMENTARY NOTE S1

Comparison to mRNA-based classifiers 

We compared the capability of phosphotyrosine profiles and mRNA expression profiles in classifying different classes of normal or lung cancer samples and different subtypes of lung cancer. We used a published NSCLC dataset 


[1] ADDIN EN.CITE   to construct and validate the mRNA expression classification models. A regularized logistic regression classifier based on mRNA levels also performed very well in separating the normal lung from cancer samples (accuracy ~ 0.965, AUC ~ 0.974). In separating AD from SCC, mRNA-based classifiers performed better than those using phosphopeptide levels (accuracy ~ 0.952, AUC ~ 0.977). However, the models based on mRNA profiles did not successfully predict the tumor stages (the AUC ~ 0.593, no statistical difference from those based on phosphorylation profiles).
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