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Fig. S1. Potential prognostic value of Zic5 in colon cancer.

Fig. S2. Generation of our homemade antibodies against Zic5 for ChIP-seq analysis.
Fig. S3. Comparative ChIP-seq analysis of ZIC5 in HCT116 ZIC5 WT and KO cells.
Fig. S4. Loss of Zic5 derepresses GLUT1/SCL2A1 gene expression.

Fig. S5. B-Catenin/Tcf712 complex recruits Zic5 to regulate gene expression.

Fig. S6. Comparative ChIP-seq analysis of ZIC2 in HCT116 ZIC2 WT and KO cells.
Legend for table S1

Other Supplementary Material for this manuscript includes the following:
(available at advances.sciencemag.org/cgi/content/full/5/7/eaax0698/DC1)

Table S1 (Microsoft Excel format). Mass spectrometry data.
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Fig. S1. Potential prognostic value of Zic5 in colon cancer.
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Zic5CT289: 545 — 622 aa (mouse)
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B
# Peaks
WT.289 10081
WT.289.specific 7040
WT.290 7895
WT.290.specific 3475
WT.289.sp AND WT.290.sp 3475

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. B-Catenin/Tcf712 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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