
 

 
  

 

Figure S1 - In silico analysis of 514 papillary thyroid carcinomas subjected to whole-exome sequenc-

ing from TCGA. Heatmap depicting pathogenic somatic alterations affecting the USP gene family 

only in papillary thyroid carcinomas (PTC, left), and heatmap depicting all pathogenic somatic al-

terations affecting the USP-mutant PTCs (right). Cases are shown in columns and genes in rows. 

Histology, gender, mutational signatures and alteration types are color-coded according to the leg-

end. 

 


