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Figure S1. Full color original image of colon proximal section acquired by HCS, red: αCDH-

A647; green anti-EpCAM; blue: DAPI. 24 hours after treatment. 

 

 





Figure S2. Full color original image of small intestine duodenum section acquired by HCS, red: 

αCDH-A647; green anti-EpCAM; blue: DAPI. 24 hours after treatment. 

 





Figure S3. Time courses of drug binding to proximal sections of colon and duodenum sections 

of small intestine determined by total fluorescent intensity of αCDH-A647. The same tissue 

sections used in Figure 3d. This quantification method cannot separate non-specific binding from 

specific binding, which led to wrong interpretation of drug binding time course. 
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