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Single-cell multi-omics reveals dyssynchrony of the innate and adaptive immune system in progressive
COVID-19. Nature Communications, 2022, 13, 440.

Prdmé controls heart development by regulating neural crest cell differentiation and migration. JCI 5.0 13
Insight, 2022, 7, . :

Single-cell multiomics reveals persistence of HIV-1 in expanded cytotoxic TAcell clones. Immunity, 2022,
55,1013-1031.e7.

Interspecies commensal interactions have nonlinear impacts on host immunity. Cell Host and Microbe, 110 23
2022, 30, 988-1002.e6. ’

Genome-wide CRISPR Screens Reveal Host Factors Critical for SARS-CoV-2 Infection. Cell, 2021, 184,
7691.e13.

Neuroinvasion of SARS-CoV-2 in human and mouse brain. Journal of Experimental Medicine, 2021, 218, . 8.5 677

A neutrophil activation signature predicts critical illness and mortality in COVID-19. Blood Advances,
2021, 5,1164-1177.

Quantifying the effect of experimental perturbations at single-cell resolution. Nature Biotechnology, 17.5 o8
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Single-cell longitudinal analysis of SARS-CoV-2 infection in human airway epithelium identifies target
cells, alterations in gene expression, and cell state changes. PLoS Biology, 2021, 19, e3001143.

A phenomapping-derived tool to personalize the selection of anatomical vs. functional testing in 9.9 17
evaluating chest pain (ASSIST). European Heart Journal, 2021, 42, 2536-2548. :

Immune dysregulation and autoreactivity correlate with disease severity in SARS-CoV-2-associated
multisystem inflammatory syndrome in children. Immunity, 2021, 54, 1083-1095.e7.

A method for the rational selection of drug repurposing candidates from multimodal knowledge

harmonization. Scientific Reports, 2021, 11, 11049. 3.3 12

Generating hard-to-obtain information from easy-to-obtain information: Applications in drug
discovery and clinical inference. Patterns, 2021, 2, 100288.

Development and Validation of the Quick COVID-19 Severity Index: A Prognostic Tool for Early Clinical

Decompensation. Annals of Emergency Medicine, 2020, 76, 442-453. 0.6 219

Learning General Transformations of Data for Out-of-Sample Extensions. , 2020, 2020, .

Transcriptomic and clonal characterization of T cells in the human central nervous system. Science

Immunology, 2020, 5, . 11.9 73

Circulating markers of angiogenesis and endotheliopathy in COVID&a€49. Pulmonary Circulation, 2020, 10,
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Sinﬁle cell immune profiling of dengue virus patients reveals intact immune responses to Zika virus

with enrichment of innate immune signatures. PLoS Neglected Tropical Diseases, 2020, 14, e0008112. 3.0 20
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Uncovering axes of variation among single-cell cancer specimens. Nature Methods, 2020, 17, 302-310.
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Exploring single-cell data with deep multitasking neural networks. Nature Methods, 2019, 16, 1139-1145.

Visualizing structure and transitions in high-dimensional biological data. Nature Biotechnology, 175 597
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Modeling Global Dynamics from Local Snapshots with Deep Generative Neural Networks. , 2019, , .

Manifold learning-based methods for analyzing single-cell RNA-sequencing data. Current Opinion in 26 103
Systems Biology, 2018, 7, 36-46. :

Recovering Gene Interactions from Single-Cell Data Using Data Diffusion. Cell, 2018, 174, 716-729.e27.

Large-scale mapping of gene regulatory logic reveals context-dependent repression by transcriptional 5.5 28
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PD-1 marks dysfunctional regulatory T cells in malignant gliomas. JCl Insight, 2016, 1, .
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Probing the effect of promoters on noise in gene expression using thousands of designed sequences. 5.5 118
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