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PMLB v1.0: An open-source dataset collection for benchmarking machine learning methods.
Bioinformatics, 2021,

Is authorship sufficient for today’s collaborative research? A call for contributor roles.
Accountability in Research, 2021, 28, 23-43 9 17

Analysis of scientific society honors reveals disparities. Cell Systems, 2021, 12, 900-906.e5

An Open-Publishing Response to the COVID-19 Infodemic.. CEUR Workshop Proceedings, 2021,
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Compressing gene expression data using multiple latent space dimensionalities learns
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Systematic integration of biomedical knowledge prioritizes drugs for repurposing. ELife, 2017, 6, 89 151
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Assessing the effectiveness of our hetnet permutations 2016, 2

Workshop to analyze LINCS data for the Systems Pharmacology course at UCSF 2016,




(2016-2016)

80  Announcing PharmacotherapyDB: the Open Catalog of Drug Therapies for Disease 2016, 2

Assessing the imputation quality of gene expression in LINCS L1000 2016,

78 Incorporating DrugCentral data in our network 2016, 2

Estimating the complexity of hetnet traversal 2016,

76 Transforming DWPCs for hetnet edge prediction 2016, 2

Network Edge Prediction: how to deal with self-testing 2016,

74 Measuring user contribution and content creation 2016, 2
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iCTNet2: integrating heterogeneous biological interactions to understand complex traits.
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epistasis in sporadic ALS. Bioinformatics, 2010, 26, 694-5

Enabling personal genomics with an explicit test of epistasis. Pacific Symposium on Biocomputing L L
Pacific Symposium on Biocomputing, 2010, 327-36 G5 I

The Informative Extremes: Using Both Nearest and Farthest Individuals Can Improve Relief
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