
Figure  S1. Nature and distribution of mutations in TET2, DNMT3A, IDH2, RHOA, PLCG1, CCND3 and 
TNFRSF21 in AITL and PTCL-TFH.   
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Cys-N/C: Cysteine-rich domain        DSBH: double-stranded β helix domain        LC-Insert: Low complexity Insert 
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