
 

Figure S1. Functional predictions of FOXM1 binding sites. (a) Heatmaps show patterns of active histone 

marks (H3K4me3, H3K4me1, and H3K27ac) associated with FOXM1 binding sites in promoter (+/- 2kb 

of the transcription start site) and enhancer regions. Each horizontal line in the heatmaps represents a 

single FOXM1 binding site. The y-axis was scaled to the same length. (b) Gene ontology analysis 

predicted functions of FOXM1 binding sites in promoter or enhancer regions. The top 500 FOXM1 

binding sites in each category were analyzed using Metascape. 





  

 
Figure S2. Correlation of expression levels of the FOXM1 and NFY subunit-encoded (NFYA, NFYB, or 

NFYC) genes. Normalized expression levels of given genes in patients (blue dot) were plotted in scatter 



plots, and Pearsons’ correlation coefficients (Pearson) were calculated. The analysis was conducted 

using the cBioPortal application (https://www.cbioportal.org/). BRCA, breast invasive carcinoma; KIRC, 

kidney renal clear cell carcinoma; KIRP, kidney renal papillary cell carcinoma; LGG, brain lower grade 

glioma; LIHC, liver hepatocellular carcinoma; LUAD, lung adenocarcinoma; PAAD, pancreatic 

adenocarcinoma; SKCM, skin cutaneous melanoma; UCEC, uterine corpus endometrial carcinoma. 
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