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A 8-gene signature identified by LASSO-COX analysis

Validation in ICGC (LIRI-JP) 
(231 patients with follow-up 

time ≥ 30 days) and 
GSE14520 (242 patients 
with follow-up time ≥ 30 

days)
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analysis

Response to chemotherapy, 
molecularly targeted therapy 
as well as immunotherapy

RNA expression data from TCGA LIHC cohort(341 HCC 
samples with follow-up time ≥ 30 days)

Construction  of the 
nomogramGSVA analysis 

37 out of 145  anoikis-related genes were identified as 
prognostic genes by univariate Cox analysis (P < 0.01).




