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Figure S6. Identification of endocytic gene biomarkers for recurrence. A, Representative Kaplan-Meier analysis of DFS
for the BRAF-like THCA cohort stratified on high vs low tumoral expression of AP2A/ and AP2A2; log-rank test.
Number (n) of patients per sub-group (high/low) and P-values are shown. B, Kaplan-Meier analysis of the BRAF-like,
RAI-treated THCA cohort stratified on high (H/H) versus low (L/L) tumoral expression of either AP2AI or AP2A2
combined with other AP2 genes; log-rank test. Number (Ni) of patients and recurrent cases (Nr.) in each stratified
group are shown, as well as P- and g-values. Fisher’s exact test used to determine significance for incidence of
recurrence between groups with high (H/H) vs low (L/L) tumoural gene expression. C, Bioinformatic pipeline used to
filter and identify potential clinical biomarkers of PTC recurrence. D, Volcano plot comparing logoFC with g-value (-
log base 10) for the BRAF-like, RAI-treated THCA dataset [high vs low AP2A?2 expression; n = 137]. Top 859 genes
(g <0.001; purple spots) were filtered based on functional classification. E, DAVID functional classification of top 859
differentially expressed genes as described in D. KEGG pathway (upper) and biological process (lower) categories of
greatest significance (P < 0.05 or lower, purple bars; ns, not significant, black bars) and number of genes per category
are indicated. F, Same as E but ToppGene used to classify the top 859 differentially expressed genes (g < 0.001).



