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Supplemental Tables 

 
 
Supplemental Table S1 – Final set of CHEQ-seq region. Table containing all 18399 

CHEQ-seq regions with the following additional information:  

Region information: the chromosomal position, corresponding barcode sequence, barcode expression 

(log2FC) and significance (padj). Overlap with designed regions: name of designed region, 

chromosomal position of designed region, bp overlap, and percentage overlap. Overlap with all called 

TP53 ChIP peaks (in-house data): peak name, chromosomal position of peak, peak score, peak summit 

location, and percentage overlap 

 

 

Supplemental Table S2 – List of ChIP-peaks associated with the CHEQ-seq subsets. 

Table containing ChIP peaks assigned to their CHEQ-seq subsets. The following information 

is provided: 

Peak information: name, chromosomal position, expression and significance and percentage 

overlapped by region. Region information: chromosomal position, region name and barcodes 

Subset name  

 

 

Supplemental Table S3 –Final set of STARR-seq region. Table containing all 59584 

STARR-seq regions with the following additional information 

Region information: the name, chromosomal position, differential expression (log2FC) and 

significance (padj). Overlap with designed regions: name of designed region, chromosomal position of 

designed region and percentage overlap. Overlap with all called TP53 ChIP peaks (in-house data): peak 

name, chromosomal position of peak and percentage overlap 

 



Supplemental Table S4 – List of ChIP-peaks associated with the STARR-seq subsets. 

Table containing ChIP peaks assigned to their STARR-seq subsets. The following 

information is provided: 

Peak name, chromosomal position, expression and significance, percentage overlapped by region, 

peakscore, region name and subset name  

 

Supplemental Table S5 – Genes associated to CHEQ-seq subsets. Indirect and direct peaks 

were assigned the closest gene within 20kb using GREAT. The peak name, gene name and 

distance to the gene are provided.  

 

Supplemental Table S6 - Gene Ontology results of directly bound peaks. 671 directly 

bound peaks and 2963 indirect peaks from TP53 ChIP-seq in MCF7 were assigned their 

closest gene within 20kb and analyzed using GREAT for their Gene Ontology and pathway 

enrichment. No TP53 related terms could be found associated to the indirect peaks.  

 

 

Term Name Binom Raw 
P-Value 

Binom 
FDR Q-Val 

Binom Fold 
Enrichment 

Binom 
Observed 

Region Hits 

Binom 
Region Set 
Coverage 

Hyper 
Rank 

Hyper 
FDR Q-Val 

Hyper Fold 
Enrichment 

Hyper 
Observed 
Gene Hits 

Hyper 
Total 

Genes 

Hyper  
Gene Set 
Coverage 

GO Biological Process                       
cellular response to stress 1.16E-14 1.22E-10 4.7023 38 5.66% 1 5.77E-06 3.225 35 1145 20.47% 
cellular response to DNA damage stimulus 2.77E-13 1.44E-09 6.3569 26 3.87% 2 9.39E-05 3.965 23 612 13.45% 
negative regulation of cell cycle process 9.69E-10 3.37E-06 9.1403 14 2.09% 3 3.68E-03 5.8613 12 216 7.02% 

Panther Pathway                       
p53 pathway 5.51E-11 8.38E-09 18.1196 11 1.64% 1 7.91E-06 12.1734 9 78 5.26% 
p53 pathway feedback loops 2 9.38E-08 7.13E-06 19.9228 7 1.04% 2 4.93E-03 11.7226 5 45 2.92% 

MsigDB Pathway                       
Direct p53 effectors 3.53E-22 4.66E-19 21.6385 22 3.28% 1 1.08E-12 13.8617 18 137 10.53% 
p53 signaling pathway 1.71E-17 1.13E-14 29.378 15 2.24% 2 1.08E-09 18.6182 12 68 7.02% 
Validated transcriptional targets of TAp63 isoforms 8.88E-12 3.91E-09 17.8299 12 1.79% 3 1.50E-05 15.925 8 53 4.68% 
p73 transcription factor network 4.07E-11 1.34E-08 18.6531 11 1.64% 4 3.28E-03 9.3484 7 79 4.09% 
p53 Signaling Pathway 1.16E-09 3.07E-07 60.714 6 0.89% 5 3.43E-03 26.3757 4 16 2.34% 
Cell Cycle: G2/M Checkpoint 3.73E-08 8.20E-06 33.6908 6 0.89% 6 1.57E-02 17.5838 4 24 2.34% 

MSigDB Perturbations                       
Genes up-regulated in B lymphocytes at 6 h after 
exprosure to 10 Gy dose of ionizing radiation. 1.46E-28 4.90E-25 23.0139 28 4.17% 1 1.68E-18 15.6301 24 162 14.04% 

Genes up-regulated in B lymphocytes at 2 h after 
exprosure to 10 Gy dose of ionizing radiation. 1.23E-20 2.07E-17 39.9108 16 2.38% 2 5.32E-11 25.3207 12 50 7.02% 

Genes displaying an ionizing radiation response in 
the human skin cell samples. 5.22E-20 5.86E-17 30.946 17 2.53% 4 1.39E-10 18.7882 13 73 7.60% 

Genes significantly (FDR < 10%) up-regulated in 
IMR-90 cells (fibroblast) in response to direct 
irradiation. 

7.62E-20 6.41E-17 23.0397 19 2.83% 3 7.17E-11 15.0718 15 105 8.77% 

Genes genes up-regulated in NT2/D1 cells 
(embryonal carcinoma) in response to treatment 
with cisplatin 

2.78E-17 1.87E-14 41.7597 13 1.94% 5 3.42E-09 25.1197 10 42 5.85% 

Genes up-regulated in the human skin cells at 4 h 
after exprosure to 5 Gy dose of ionizing radiation. 7.69E-17 4.31E-14 38.5393 13 1.94% 7 1.59E-07 21.1006 9 45 5.26% 

Genes whose promoters contain TP53 
[GeneID=7157] response elements. 3.41E-16 1.64E-13 76.3422 10 1.49% 6 6.12E-08 43.4424 7 17 4.09% 

Primary up-regulated targets of TP53 
[GeneID=7157] in the H1299 (lung cancer) cell line. 2.69E-14 1.13E-11 29.4981 12 1.79% 9 2.65E-05 14.5521 8 58 4.68% 

Genes discriminating TP53 [GeneID=7157] status 
across various genotoxic stress agents. 9.53E-11 3.21E-08 54.8159 7 1.04% 10 9.74E-05 32.9697 5 16 2.92% 



Supplemental Table S7 – Overview of the collected publicly available TP53 ChIP seq 

data.  

 

 

Supplemental Table S8 – Genes associated to strongly bound predicted TP53 sites. Sites 

were assigned the closest gene within 20kb using GREAT. The binding site, gene name and 

distance to the gene are provided. 

Supplemental Table S9 – Gene ontology results of strongly bound predicted binding 

sites. 1148 strongly bound predicted TP53 binding sites were assigned their closest gene 

within 20kb and analyzed using GREAT for their gene ontology. 

 
 
 
 
 


