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Figure S1: Demonstration of identification of prognostics eRNA signatures in failed model and 
successful model in the testing set. (A) In one of the trial bar graphs show multivariate cox analysis 
of eRNAs independently associated with disease-free survival after adjusting with clinical risk 
factors including patient age, gender and TNM stage. Then Lasso cox regularization was applied 
on the training set and eRNAs were selected with non-zero coefficient. The selected eRNA was 
used to build risk score model. Next, Kaplan-Meier plot shows eRNA signature can significantly 
stratify patients into low and high risk-score groups in training set but not in testing set. Therefore, 
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it is termed as failed model. (B) In another trial eRNA signature significantly stratify patients into 
two risk-score groups both in training set and in testing set, and therefore it is termed as successful 
model. 


