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Appendix Figure S1 (Related to Figure 1). CST localizes at stalled forks. (A) EdU SIRF assay in 
U2OS and HCT116 cells. (B) Frequency of CTC1 SIRF (>3 foci) and STN1 SIRF (>5 foci) positive cells in 
U2OS cells. Statistical analyses were performed using one-way ANOVA analysis with post hoc Tukey 
from three independent experiments. Error bar: SEM. (C) Biological replicates of relative CTC1-SIRF, 
STN1-SIRF, and PCNA-SIRF fluorescence intensity with and without HU treatment in U2OS cells for 
Figure 1B. (D) Biological replicates of relative CTC1-SIRF, STN1-SIRF, and PCNA-SIRF fluorescence 
intensity in HCT116 cells for Figure 1C. (E) Biological replicates of relative EdU-SIRF fluorescence 
intensity in U2OS and HCT116 cells for Appendix Figure S1A. (F) CTC1 SIRF assay in CTC1-depleted 
U2OS cells. CTC1 knockdown efficiency was shown by western blot. Representative SIRF images of 
each sample are shown. Box areas are amplified and shown in inserts. Scale bars: 20 μm. Two 
biological replicates of SIRF assays were performed and quantification results are shown.  N, the number 
of nuclei analyzed in each sample. P values were calculated by one-way ANOVA analysis with post hoc 
Tukey.  *** P<0.001.
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