
 
 

Figure S1: Predominant hematopoietic cell signal within each bulk transcriptome compared to early B 

(CD34+/CD19-/IgM-), pro-B (CD34-/CD19+/IgM-), preB (CD34+/CD19+/IgM-) and immature cells 

(CD34-/CD19+/IgM+) in A) controls and B) leukemia samples representing six subtypes of B-ALL from 

the discovery cohort. 

 

 
 



 
 
Figure S2: CIRCscores of the top scoring circRNAs (n=20) that are overexpressed in subtypes. Right: 

Mean CIRCscores of cases in the discovery and replication cohorts. Left: Mean CIRCscores of controls 

in the discovery and replication. 

 

 
 
 
 



 

  
Figure S3: Volcano plots of the most deregulated circRNAs in each cohort by subtypes.  



 
 

Figure S4: Venn diagram of overexpressed and downregulated circRNAs for each subtype compared to 

the rest of the subtypes in the discovery cohort  



 



 
Figure S5: Biogenesis of circRNAs. FPKM values for 9 additional genes involved in circRNAs 

biogenesis (complement to Figure 3A). Values from the discovery and replication cohorts were extracted 

from transcriptome data and log transformed. Only significant p-values (<0.05) are indicated (Anova 

test, corrected for multiple testing with Bonferroni). 

 

 

 

 

 

 
Figure S6: Correlation analysis showing global expression of upregulated candidates identified in 

TCF3::PBX1 patients (82 circRNAs) and NUDT21 expression. 

  



 
Figure S7: Expression analysis of p38 MAPK signaling pathway genes. FPKM values of MAKP14 (p38), 

TAOK3, MAP3K1 and MAP3K7 in the discovery and validation cohorts were extracted from the 

transcriptome data and log transformed. Only significant p-values (<0.05) are indicated (t-test). 


