
Supplementary Figure S1. Boxplot of RNA-seq expression for each of the candidate 

genes in the study population according to progression-free survival status. P-value is 

estimated using the Wilcoxon rank sum test. DF, disease-free. PD, progressed disease. 

 

Supplementary Figure S2. Boxplot of RNA-seq expression for each of the candidate 

genes in the study population according to overall survival status. P-value is estimated 

using the Wilcoxon rank sum test. DF, disease-free. PD, progressed disease. 

 

Supplementary Figure S3. Forest plot for risk estimation based on gene expression 

associated with chromatin remodeling. *Results from the current study. GC: gene 

cluster, exp.: expression, AML: acute myeloid leukemia, TE: effect size, SE: standard 

error, HR: hazard ratio, CI: confidence interval, PFS: progression-free survival, DFS: 

disease-free survival, OS: overall survival. 
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