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Science, 2014, 343, 313-317. :
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Metabolome-wide association study of peripheral parasitemia in Plasmodium vivax malaria.
International Journal of Medical Microbiology, 2017, 307, 533-541.

Metabolome Wide Association Study of serum DDT and DDE in Pregnancy and Early Postpartum. 9.9 25
Reproductive Toxicology, 2020, 92, 129-137. :

A competitive hybridization model predicts probe signal intensity on high density DNA microarrays.
Nucleic Acids Research, 2008, 36, 6585-6591.

Integrative Analysis of Transcriptomic and Metabolomic Data via Sparse Canonical Correlation

Analysis with Incorporation of Biological Information. Biometrics, 2018, 74, 300-312. 14 19

Large scale enzyme based xenobiotic identification for exposomics. Nature Communications, 2021, 12,
5418.

A microarray screen for direct targets of Zicl identifies an aquaporin gene, <i>aqpa€sb«</i>, expressed in

the neural folds. Developmental Dynamics, 2009, 238, 1179-1194. 1.8 17
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