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Fig. S1. Potential prognostic value of Zic5 in colon cancer. 
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Fig. S2. Generation of our homemade antibodies against Zic5 for ChIP-seq analysis. 
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Fig. S3. Comparative ChIP-seq analysis of ZIC5 in HCT116 ZIC5 WT and KO cells. 
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Fig. S4. Loss of Zic5 derepresses GLUT1/SCL2A1 gene expression. 
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Fig. S5. β-Catenin/Tcf7l2 complex recruits Zic5 to regulate gene expression. 
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Fig. S6. Comparative ChIP-seq analysis of ZIC2 in HCT116 ZIC2 WT and KO cells. 

 

 

Table S1. Mass spectrometry data. 
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