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Whole-Blood Transcriptional Profiles Enable Early Prediction of the Presence of Coronary
Atherosclerosis and High-Risk Plaque Features at Coronary CT Angiography. Biomedicines, 2022, 10,
1309.

Reduction of Cardiac Fibrosis by Interference With YAP-Dependent Transactivation. Circulation

Research, 2022, 131, 239-257. 4.5 26
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Inactivation of CK1i+ in multiple myeloma empowers drug cytotoxicity by affecting AKT and 12-catenin
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