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43 Functional genomics approaches to improve preâ€•clinical drug screening and biomarker discovery.
EMBO Molecular Medicine, 2021, 13, . 7.1 14

44 Circulating tumor DNA is readily detectable among Ghanaian breast cancer patients supporting
non-invasive cancer genomic studies in Africa. Npj Precision Oncology, 2021, 5, . 6.5 9

45 Metabolic imaging with hyperpolarized [1-13C] pyruvate in patient-derived preclinical mouse models of
breast cancer. STAR Protocols, 2021, 2, 100608. 1.1 4

46 3D deformable registration of longitudinal abdominopelvic CT images using unsupervised deep
learning. Computer Methods and Programs in Biomedicine, 2021, 208, 106261. 4.6 17

47 DNA methylation landscapes of 1538 breast cancers reveal a replication-linked clock, epigenomic
instability and cis-regulation. Nature Communications, 2021, 12, . 13.7 77
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