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Prototypical oncogene family Myc defines unappreciated distinct lineage states of small cell lung
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Proteogenomic insights into the biology and treatment of HPV-negative head and neck squamous cell 16.8 189
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Integrated Proteogenomic Characterization across Major Histological Types of Pediatric Brain 28.9 177
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Integrated Proteogenomic Characterization of Clear Cell Renal Cell Carcinoma. Cell, 2019, 179, 98.9 430
964-983.e31. )

A NetworR Analysis of Multiple Myeloma Related Gene Signatures. Cancers, 2019, 11, 1452.
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