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Supplementary Information 

 

Supplementary Figure 1. Genome-wide distributions of ATAC-Seq and ChIP-Seq 

profiles. (A-D) The heatmap and average profile plots of the ChIP-Seq peaks mapped 

to ±3kb regions from the transcription start sites (TSS). (E) The heatmap and average 

profile plot of ATAC-Seq peaks. The pie chart summarizes the genomic annotations of 

the peaks in the open regions of chromosomes. 

 

 

 

 

 



Supplementary Table S1 

Wilcoxon rank sum test for identifying differential expressed transcription factors in 

proteomics and transcriptomics datasets 

 

Supplementary Table S2 

Copy number values and DNA methylation beta values of HNAF4A, HSF1, MECP2 

and RAD21 

 

Supplementary Table S3 

Potential cis-regulatory long non-coding RNAs for transcription factors 

 

Supplementary Table S4 

Putative long non-coding RNAs regulating the activities of transcription factors 

 

Supplementary Table S5 

Identification of 2258 target genes through multiple step selection 

 

Supplementary Table S6 

Functional enrichment analyses and public literature retrieve results 

 

Supplementary Table S7 

The Bayesian networks for each TF in non-metastatic and metastatic patient groups 

 

Supplementary Table S8 

Elastic net algorithm selection, multivariate logistic and Cox regression results 

 



 


