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From bioinformatics

to clinical validation

80 plasma samples 
of advanced HCC 
patients on SOR
collected at 
baseline,
best response (BR) 
and progression 
(PD)

Proof of reduced tumour burden

• No reliable predictive/prognostic biomarkers for sorafenib (SOR) treatment in advanced 
HCC;

• EZH2 drives SOR resistance through histone post-translational modification (HPTM) 
H3K27me3 (Wang S et al., Transl. Oncol.);

• EZH2 activity is counteracted by SETD2, which catalyzes histone H3K36me (Yuan W et 
al., J. Biol. Chem).

First demonstration of the potential util ity of circulating HPTM as predictive biomarkers in 
oncology.

K27/K36 ratio ≥ vs < 
mean values at BR

K27/K36 ratio ≥ vs < 
mean values at PD

Confirmed negative prognostic value of H3K27me3/H3K36me3


