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Ito SS, Nakagawa Y, et al. Table S1 

 
Table S1. The 32 genes that were regulated significantly by 5-FU treatment. The regulated genes 

were detected by DEG analysis both in SAS cells and HSC3 cells. Table S1 corresponds to Figure 9. 
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Figure S1. Determination of ATRi concentration, and confirmation of p53-status. (A, B) 

Surviving fraction of Chinese hamster lung fibroblasts (A) and SAS cells (B). ATRi was used at 1 µM, 

3 µM, 5 µM, 10 µM and 20 µM. (C) Phenotype of p53 protein in SAS cells and HSC3 cells. Arrow 

indicates expression of p53. Upper bands are non-specific. All experiments were replicated 3 times. 

The values obtained were described as means ± SD. Figure S1 corresponds to Figure 2. 
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Figure S2. DSBs analysis by neutral comet assay. The tail moments of more than 50 cells were 

quantified, respectively. The values obtained were described as means ± SD. Data were compared 

statistically using the two-tailed Student’s t-test. p-value; *, ** and *** represent p < 0.05, p < 0.01 

and p < 0.001, respectively. Figure S2 corresponds to Figure 4B. 
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Figure S3. DEG results of 5-FU vs Control. (A) Shows number of significant up- and 

down-regulated genes based on fold change and p-value of comparison pair. (B) Log2 fold change 

and p-value obtained from the comparison between two groups (5-FU vs Control) plotted as volcano 

plot. X-axis: log2 fold change, Y-axis: -log10 p-value. (C) A smear plot was drawn to confirm the 

transcripts that show higher expression difference to the control according to overall average 

expression level. X-axis: Average logCPM, Y-axis: log2 fold change. Figure S3 corresponds to Figure 

9. 


