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RBM10 (12 %)
TP53 (12 %)

PTEN (14 %)
HRAS (18 %)
NRAS (43 %)
TERT (71 %)
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Supplementary Figure 4. Gene�c altera�ons in follicular thyroid cancer.
Percentage of tumors with affected gene or pathway is shown in parentheses on the le�. 
Number of gene�c altera�ons per tumor is shown on the top.


