Table S3. Five prioritized Recurrence-Free Survival prognostic mechanisms identified by FAIME in two HNSCC datasets (E,F). FAIME
scores of each of the 208 measurable KEGG pathways and 956 GO-MF mechanism is first calculated in each tumor sample. The Cox proportional
hazard is calculated for each mechanism in dataset E using the time to recurrence associated with each sample and then repeated in dataset F
producing the unadjusted "prognostic p-values" shown in the table (Methods). Finally, a "joint prognostic p-value" was calculated from these two
individual dataset prognostic p-values for each of these mechanisms using Stouffer meta-analysis. Presented here are mechanisms with Bonferroni
adjustment joint p-values <0.05 thus controlled for multiple comparions. A Spearman non-parametric correlation was also calculated between the
FAIME scores and the 1st component of Principle Component Analysis (PCA) values across samples in each dataset.
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*a positive coefficient indicates the higher a FAIME score, the poorer the prognosis; a negative coefficient indicates the higher a FAIME score, the better the
prognosis.




