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Identification of cell types in multiplexed in situ images by combining protein expression and spatial
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Prognostic Gene Expression, Stemness and Immune Microenvironment in Pediatric Tumors. Cancers,
2021, 13, 854.

Transient rest restores functionality in exhausted CAR-T cells through epigenetic remodeling. 126 297
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Landscape of innate lymphoid cells in human head and neck cancer reveals divergent NK cell states in
the tumor microenvironment. Proceedings of the National Academy of Sciences of the United States
of America, 2021, 118, .

High-grade serous ovarian tumor cells modulate NK cell function to create an immune-tolerant

microenvironment. Cell Reports, 2021, 36, 109632. 6.4 26

HGAL inhibits lymphoma dissemination by interacting with multiple Cytoskeletal proteins. Blood
Advances, 2021, 5, 5072-5085.

The landscape of tumor cell states and ecosystems in diffuse large B cell lymphoma. Cancer Cell, 2021, 16.8 102
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Atlas of clinically distinct cell states and ecosystems across human solid tumors. Cell, 2021, 184,
5482-5496.e28.

Clonal architecture predicts clinical outcomes and drug sensitivity in acute myeloid leukemia. Nature 12.8 29
Communications, 2021, 12, 7244. :

Maternal Anti-Dengue IgG Fucosylation Predicts Susceptibility to Dengue Disease in Infants. Cell
Reports, 2020, 31, 107642.

A human lung tumor microenvironment interactome identifies clinically relevant cell-type cross-talk. 8.8 33
Genome Biology, 2020, 21, 107. :

CRISPR screens in cancer spheroids identify 3D growth-specific vulnerabilities. Nature, 2020, 580,
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MYC and Twist1 cooperate to drive metastasis by eliciting crosstalk between cancer and innate 6.0 38
immunity. ELife, 2020, 9, . :

Targetable genetic alterations of <i>TCF4<[i> ( <i>E2-2<[i> ) drive immunoglobulin expression in

diffuse large B cell lymphoma. Science Translational Medicine, 2019, 11, .

Prognostic profiling of the immune cell microenvironment in EwingA’s Sarcoma Family of Tumors. a6 50
Oncolmmunology, 2019, 8, e1674113. :
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Data mining for mutation-specific targets in acute myeloid leukemia. Leukemia, 2019, 33, 826-843. 7.2 23
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NSD1 inactivation defines an immune cold, DNA hypomethylated subtype in squamous cell carcinoma.
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Data normalization considerations for digital tumor dissection. Genome Biology, 2017, 18, 128.

Low BUB1 expression is an adverse prognostic marker in gastric adenocarcinoma. Oncotarget, 2017, 8, 18 34
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Identifying Network Perturbation in Cancer. PLoS Computational Biology, 2016, 12, e1004888.

Pathophysiological significance and therapeutic targeting of germinal center kinase in diffuse large 14 17
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DNA Copy Number Gains of TCF4 (E2-2) Are Associated with Poor Outcome in Diffuse Large B-Cell
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Mutations in early follicular lymphoma progenitors are associated with suppressed antigen
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Reprogramming of primary human Philadelphia chromosome-positive B cell acute lymphoblastic
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Mutant WT1 is associated with DNA hypermethylation of PRC2 targets in AML and responds to EZH2
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An LSC epigenetic signature is largely mutation independent and implicates the HOXA cluster in AML
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Integrating Tumor and Stromal Gene Expression Signatures With Clinical Indices for Survival
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A pluripotency signature predicts histologic transformation and influences survival in follicular

lymphoma patients. Blood, 2009, 114, 3158-3166.

Evolutionary dynamics of transposable elements in the short-tailed opossum <i>Monodelphis

56 domestica</i>. Genome Research, 2007, 17, 992-1004. 55 187



