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Background

Epithelial-mesenchymal transition (EMT) is a process in which polarized epithelial cells
acquire mesenchymal features, contributing to tumor progression, metastasis, and treatment
resistance (1). Our group has shown the clinical relevance of pathway activity scores
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EMT-High Tumors Are Enriched for Stromal Components, With Cancer-Associated
Fibroblasts Showing the Highest EMT Activity
in Single-Cell Analysis
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Conclusion

Our findings suggest that EMT signal from transcriptome of a bulk tumor largely represent stromal
components, particularly CAFs, rather than intrinsic EMT activity in malignant cells. This highlights the
need for analyses of single-cell resolution to accurately interpret EMT biology in the tumor
microenvironment.
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