
SUPPLEMENTARY FIGURE S9 

Figure S9. Construction and validation of endocytic multigene classifiers for PTC recurrence. A, Prognostic profile of 

endocytic risk score multigene classifiers (n = 10 – 40 genes).  Estimations of sensitivity and specificity (%) for the 

BRAF-like, RAI-treated THCA cohort (n = 137) are given, as well as expression cut-off values for stratification. AUC, 

area under curve; DFS, disease-free survival; HR, hazard ratio; CI, confidence interval. (lower) Genes included in the 

various classifiers are indicated. Gene order based on consolidation of the 40 gene risk score, in which genes were 

ranked on the relative proportion of their contribution towards the overall risk score value. B, ROC analysis (AUC) of 

different gene classifiers (n = 10 - 40) in validation larger THCA datasets as indicated. Red box indicates highest AUC 

value for each THCA cohort. C, Comparison of Kaplan-Meier and univariate Cox regression analysis in different THCA 

cohorts using either a 30- or 40 endocytic gene risk score classifier. Number of patients (Ntot) and recurrent cases (Nrec) 

in each patient cohort are given (ns, not significant). D, Representative Kaplan-Meier analysis of DFS for the THCA (n 

= 486), BRAF-like (n = 260), BRAF MUT RAI-treated (n = 125) and Non RAI-treated (n = 167) THCA cohorts stratified 

using the 30 endocytic gene classifier; log-rank test. Number (n) of patients per sub-group (high/low), as well as P- and 

q-values are shown. 


