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genetic, environmental, and clinical data to improve individual-level risk stratification.
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• Leveraging pleiotropy to improve genetic risk prediction across diseases. Genetics in medicine : official journal of the American College of
Medical Genetics
Hu, J., Zhou, G., Zhao, H., DeWan, A. T.
2026: 102548

• Robust pleiotropy-decomposed polygenic scores identify distinct contributions to elevated coronary artery disease polygenic risk PLOS
COMPUTATIONAL BIOLOGY
Hu, J., Ye, Y., Zhang, C., Ruan, Y., Natarajan, P., Zhao, H.
2025; 21 (6): e1013191

• Identifying shared polygenic risk across cancers. PLoS genetics
Hu, J., Muheyati, M., Xu, L., DeWan, A., Zhao, H.
2026; 22 (9): e1012308

• Cell-type-specific polygenic risk scores reveal adipocyte-related interactions with lipids in coronary artery disease. medRxiv : the preprint
server for health sciences
Hu, J., Xu, L., Liu, T., Zheng, W., Zhao, H.
2026

• Identification of multi-omic pleiotropy factors for peripheral artery disease. Human molecular genetics
Hu, J., Ochoa Chaar, C. I., Zhao, H., DeWan, A. T.
2026; 35 (9)

• PAD-associated Genetic Variants are More Strongly Associated with Surgical Intervention than Premature Onset. Journal of cardiovascular
translational research
Hu, J., Alameddine, D., Wang, H., Mani, A., Scharfe, C., Jiang, Y., Murray, M. F., Chaar, C. I., DeWan, A. T.

Page 1 of 2



Jiaqi Hu
http://profiles.stanford.edu/profiles/postdocs/researcher/Jiaqi_Hu/

2026; 19 (1): 14

• A novel two-sample Mendelian randomization framework integrating common and rare variants: application to assess the effect of HDL-C
on preeclampsia risk BRIEFINGS IN BIOINFORMATICS
Zhang, Y., Li, M., Haas, D. M., Bairey Merz, C., Workalemahu, T., Ryckman, K., Catov, J. M., Levine, L. D., Freedman, A., Saade, G. R., Hu, J., Zhao,
H., Li, et al
2026; 27 (1)

• Improving polygenic risk prediction performance by integrating electronic health records through phenotype embedding AMERICAN
JOURNAL OF HUMAN GENETICS
Xu, L., Zheng, W., Hu, J., Lin, Y., Zhao, J., Wang, G., Liu, T., Zhao, H.
2025; 112 (12): 3030-3045

• Using clinical and genetic risk factors for risk prediction of 8 cancers in the UK Biobank JNCI CANCER SPECTRUM
Hu, J., Ye, Y., Zhou, G., Zhao, H.
2024; 8 (2)

• Genomic risk prediction of cardiovascular diseases among type 2 diabetes patients in the UK Biobank FRONTIERS IN BIOINFORMATICS
Ye, Y., Hu, J., Pang, F., Cui, C., Zhao, H.
2024; 3: 1320748
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