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Systems analysis of sex differences reveals an immunosuppressive role for testosterone in the
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Systems Vaccinology Identifies an Early Innate Immune Signature as a Correlate of Antibody Responses 6.4 107
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CD177, a specific marker of neutrophil activation, is associated with coronavirus disease 2019 severity
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2015, 11, e1004310. :
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Immune Alterations in a Patient with SARS-CoV-2-Related Acute Respiratory Distress Syndrome. Journal
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Dietd€Related Metabolites Associated with Cognitive Decline Revealed by Untargeted Metabolomics in a
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Predicting Progression to Advanced Age-Related Macular Degeneration from Clinical, Genetic, and
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PheProb: probabilistic phenotyping using diagnosis codes to improve power for genetic association
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dearseq: a variance component score test for RNA-seq differential analysis that effectively controls
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Benefits of dimension reduction in penalized regression methods for high-dimensional grouped data:
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Sequential Dirichlet process mixtures of multivariate skew $t$-distributions for model-based
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Gene Expression Signatures Associated With Immune and Virological Responses to Therapeutic
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Variance component score test for time-course gene set analysis of longitudinal RNA-seq data.
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Association Between Antia€“Citrullinated Fibrinogen Antibodies and Coronary Artery Disease in
Rheumatoid Arthritis. Arthritis Care and Research, 2018, 70, 1113-1117.

T Cell Inmunogenicity, Gene Expression Profile, and Safety of Four Heterologous Prime-Boost
22 Combinations of HIV Vaccine Candidates in Healthy Volunteers: Results of the Randomized Multi-Arm 0.8 8
Phase I/l ANRS VRIO1 Trial. Journal of Immunology, 2022, 208, 2663-2674.

Evidence synthesis through a degradation model applied to myocardial infarction. Lifetime Data
Analysis, 2013, 19, 1-18.

Kernel machine score test for pathway analysis in the presence of semi-competing risks. Statistical

2% Methods in Medical Research, 2018, 27, 1099-1114. 1.5

Analyzing cellular immunogenicity in vaccine clinical trials: a new statistical method including
non-specific responses for accurate estimation of vaccine effect. Journal of Immunological Methods,
2020, 477,112711.

Bayesian mixture models for cytometry data analysis. Wiley Interdisciplinary Reviews: Computational

26 gtatistics, 2021, 13, e1535. 3.9 1

Semi-supervised estimation of covariance with application to phenome-wide association studies with
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Doubly robust evaluation of high-dimensional surrogate markers. Biostatistics, 2023, 24, 985-999.




