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Scope2Screen: Focus+Context Techniques for Pathology Tumor Assessment in Multivariate Image
Data. IEEE Transactions on Visualization and Computer Graphics, 2022, 28, 259-269.

Narrative online guides for the interpretation of digital-pathology images and tissue-atlas data. 995 17
Nature Biomedical Engineering, 2022, 6, 515-526. :

MCMICRO: a scalable, modular image-processing pipeline for multiplexed tissue imaging. Nature
Methods, 2022, 19, 311-315.

MITI minimum information guidelines for highly multiplexed tissue images. Nature Methods, 2022, 19,
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shinyDepMap, a tool to identify targetable cancer genes and their functional connections from
Cancer Dependency Map data. ELife, 2021, 10, .
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and Its Application to Glioblastoma. Cell Systems, 2020, 11, 272-285.e9.

Receptor-Driven ERK Pulses Reconfigure MAPK Signaling and Enable Persistence of Drug-Adapted 6.2 -
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Acids Research, 2020, 48, W85-W93.
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Source Software, 2020, 5, 2579. :

Highly multiplexed immunofluorescence images and single-cell data of immune markers in tonsil and
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A Systems Toxicology Approach for the Prediction of Kidney Toxicity and Its Mechanisms In Vitro.
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From word models to executable models of signaling networks using automated assembly. Molecular 79 137
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Diverse High-Throughput Screening Data from the Library of Integrated Network-based Cellular 2.6 80
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