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Supplementary Table S1. Statistical comparisons for figure 1A. 
 

Combination Single Agent (SA) 

 HU 2DG MET OX GSK 6AN SIM PIP TH LBUT CHL VER 

HT29 pH2AX 

SA vs DMSO *** ns ns ns * * ns ** ** ns *** *** 

Combo vs SA *** *** *** *** *** *** *** *** *** *** *** ns 

Combo vs Chk1i *** *** *** *** * *** ns ** ** ns ** *** 

HT29 pChk1 

SA vs DMSO *** * ns ns * *** ns ns ** ns *** *** 

Combo vs SA * *** *** *** *** ns *** *** *** *** ns ** 

Combo vs Chk1i ** * *** *** * ns ns ** *** ns *** ** 

U2OS pH2AX 

SA vs DMSO *** * * ns ** ns ns ns *** ns ns ns 

Combo vs SA *** *** ** ns *** *** *** *** *** *** *** *** 

Combo vs Chk1i *** *** *** *** ** *** ns *** ns ns *** * 

U2OS pChk1 

SA vs DMSO *** ns ns * ** ns ns * *** * ns ** 

Combo vs SA ** * ns ns * ns *** ** *** *** *** *** 

Combo vs Chk1i *** * *** *** ** ** ns ** ns ns *** * 

 
  



Supplementary Table S2. Densitometric analysis of HT29 western blots from figure 1B. 
 

 Percentage Change Relative to DMSO 

  HU 2DG MET OX GSK 6AN SIM PIP TH LBUT CHL VER 

pS296 3.2 0.9 2.0 2.1 0.9 0.6 2.0 2.2 0.4 1.6 0.4 0.4 

pS317 29.5 3.4 0.6 0.6 1.3 0.7 1.4 1.1 0.3 1.2 6.6 1.9 

Chk1 0.5 0.5 0.7 0.6 0.5 0.3 0.5 0.5 0.5 0.7 0.3 0.3 

pChk2 3.4 1.5 1.7 1.3 1.1 0.8 1.0 1.0 0.8 1.1 0.7 2.8 

pRPA 6.1 0.7 0.7 0.5 0.4 0.4 0.2 0.3 0.3 0.5 0.9 0.5 

H2AX 3.9 3.0 2.1 3.0 1.3 1.8 0.9 0.6 3.7 1.4 10.5 6.2 

Densitometric analysis was conducted using Image J software. Band intensities were normalised to Chk1 for 
pS296 and pS317 and to GAPDH for all others, and fold change relative to DMSO calculated. 

 
Supplementary Table S3. Densitometric analysis of U2OS western blots from figure 1B. 
 

 Percentage Change Relative to DMSO 

  HU 2DG MET OX GSK 6AN SIM PIP TH LBUT CHL VER 

pS296 0.9 0.2 0.7 0.5 0.1 0.1 0.3 0.7 0.3 0.4 0.5 0.3 

pS317 8.8 2.0 2.2 0.6 0.9 0.9 1.2 1.5 1.4 1.9 2.3 1.1 

Chk1 1.0 0.8 1.2 1.0 0.9 1.1 1.1 1.1 0.7 1.1 0.9 0.9 

pChk2 6.6 1.9 1.7 1.1 1.2 1.1 1.1 0.9 1.0 1.2 0.8 1.3 

pRPA 30.8 6.6 1.9 1.5 1.9 1.2 1.0 1.9 2.0 1.5 0.2 1.7 

H2AX 1.0 0.8 1.0 0.4 0.3 1.7 3.3 1.7 3.3 1.9 1.4 0.5 

Densitometric analysis was conducted using Image J software. Band intensities were normalised to Chk1 for 
pS296 and pS317 and to GAPDH for all others, and fold change relative to DMSO calculated. 
 

  



 
 
Supplementary Figure S1. Related to figure 2. 
(A) Combination Index (CI) scores were calculated from the data in figure 2A using the model of Bliss 
Independence. Combinations where the CI < 0.75 (indicating synergy) are highlighted in red. (B) 
Synergy (Loewe, Bliss and HSA) for the combination of CHL with Chk1i in HT29 cells was calculated 
using Combenefit software. 



 
Supplementary Figure S2. Related to figure 6. 
Repeat western blot of figure 6C. 


