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Ting Liang, Wuwu Xu, Hu Fang, Lu Fu, Dashi Deng, Chenchen Li, Lisha Liu, et al. 2026.

Integrin a5B1-mediated multicellular crosstalk in the tumor microenvironment drives bladder cancer progression
and reveals targetable vulnerabilities. iMetaOmics 3: €70102. https://doi.org/10.1002/1mo02.70102
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