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Figure S1. High-throughput deep proteomics of intestinal epithelial cells (IECs) in the upper and lower small intestine of mice
fed control (CD) or high-fat diet (HFD). Principal component analysis of the proteome of IECs shows that in the HFD group
there is a large difference in the global pattern of protein expression in the upper and lower small intestine. Volcano plots of
identified 854 differentially expressed proteins (DEPs) in the HFD group while no DEPs were found in the upper and lower
IECs in the CD group. Red and blue dots indicate proteins with increased and decreased expression in the IECs of the lower
small intestine.
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Figure S2. Top 25 proteins with strong positive or negative correlation to Cldn”7 and expression levels by quantitative
proteomic analysis.



