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Chromatin state dynamics confers specific therapeutic strategies in enhancer subtypes of colorectal
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Reprogramming of bivalent chromatin states in NRAS mutant melanoma suggests PRC2 inhibition as a
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The histologic phenotype of lung cancers is associated with transcriptomic features rather than
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Enhancer Reprogramming Confers Dependence on Glycolysis and IGF Signaling in KMT2D Mutant
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Tumor Microenvironment Remodeling Enables Bypass of Oncogenic KRAS Dependency in Pancreatic
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Histone deacetylase inhibitor targets CD123/CD47-positive cells and reverse chemoresistance
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TumorFusions: an integrative resource for cancer-associated transcript fusions. Nucleic Acids

Research, 2018, 46, D1144-D1149. 14.5 179



20

22

24

26

ARTICLE IF CITATIONS
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