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Feng, Y.-C.A. Polygenic Risk Prediction at Scale: Methods, Equity, and Public Health Applications. Taiwan
International Graduate Program (TIGP), Institute of Statistical Science, Academia Sinica, May 21, 2026.

Feng, Y.-C.A. Biobank Polygenic Risk Scoring: Case Studies, Bias, and Clinical Impact. NTU Hospital Hsinchu
Branch Precision Medicine Seminar, December 10, 2025.

Feng, Y.-C.A. Taiwan Biobank: A Resource to Empower Biomedical Research. East Asia Biobank Symposium.
Virtual talk, Harvard Center Shanghai, November 5, 2025.

Feng, Y.-C.A. Genomic Profiling in Digestive Diseases. Taiwan Digestive Disease Week (TDDW; &7& H{ LB 2H



@ri%). National Taiwan University Hospital (NTUH) International Convention Center, Taipei, September 27, 2025.

Feng, Y.-C.A. Biobank Polygenic Risk Scoring: Case Studies, Bias, and Public-Health Impact. Conference on
Health Data Analytics and Applications ({&E 8 &Rl B E RISt er), National Taiwan University Health Data
Research Center, Taipei, June 6, 2025.

Feng, Y.-C.A. Applications of PRS Scoring in Epilepsy. TCVGH International Medical Conference (Z 125 R 4kEE
FrEEpE B2 R T ), Taichung, October 26, 2024,

Feng, Y.-C.A. Harnessing polygenic architectures for disease risk and health outcome prediction. Taiwan
International Graduate Program (TIGP), Institute of Statistical Science, Academia Sinica, May 23, 2024.

Feng Y.-C. A. Harnessing the potential of polygenic prediction in improving population health. Graduate Institute
of Biomedical Informatics, Taipei Medical University, September 28, 2023.

Feng, Y.-C.A. Harnessing the potential of polygenic prediction in improving population health. International
Symposium on Evolutionary Genomics and Bioinformatics, National Tsing Hua University, June 29, 2023.

Feng, Y.-C.A. Development and applications of polygenic prediction in population health, Taichung Veterans
General Hospital, June 15, 2023.

Feng, Y.-C.A. The era of population genomic health: leveraging genetic data to improve clinical care and public
health. Biomedical Artificial Intelligence PhD program Colloquium, National Tsing Hua University, December 22,
2022.

Feng, Y.-C.A. Analytics and applications of genomic sciences in public health. National Taiwan University-
University of Tokyo annual joint conference: A Symposium of Research Innovation in Public Health (virtual),
December 9, 2022.

Feng, Y.-C.A. Informing population health through scalable genomic analysis, discovery, and prediction.
Graduate Institute of Medical Genomics and Proteomics, National Taiwan University, November 14, 2022.
Feng, Y.-C.A. Scalable analysis of DNA sequence data and its application in brain-disorder studies. Pan-Asia
Genetics of Brain Disorders Symposium, Singapore, November 3-5, 2022.

Feng, Y.-C.A. Development and applications of polygenic risk scores (PRS FJE4MFZC 2 LK BE PR E F ).
Al Labs, Taipei, Taiwan, September 27, 2022.

Feng, Y.-C.A. Biobank resources to empower genomic discovery and research. MS2 monthly seminar,
Department of Psychiatry, National Taiwan University Hospital, Taipei, Taiwan, August 30, 2022.

Feng, Y.-C.A. & Lin, Y. F. Genetic analysis of quantitative traits in the Taiwan Biobank. Institute for Molecular
Bioscience (IMB) from the University of Queensland (virtual), August 26, 2022.

Feng, Y.-C.A. Dissecting polygenic signals and rare-variant burden associated with psychiatric manifestations.
The 33rd CINP World Congress of Neuropsychopharamcology, Taipei, Taiwan, June 9-12, 2022.

Feng, Y.-C.A., Human genetics research at scale: opportunities, challenges, and its translational impact. Invited
talk at the monthly seminar, Institute of Statistics, National Yang Ming Chiao Tung University, Hsinchu, Taiwan,
November 19, 2021.

Feng Y.-C. A., Human genetics research at scale: opportunities, challenges, and its translational impact. Institute
of Biomedical Sciences, Academia Sinica, Taipei, Taiwan, January 21, 2021.

Feng, Y.-C.A., on behalf of the Epi25 Collaborative. Ultra-rare genetic variation in the epilepsies: Insights,
Challenged, and Prospects. Invited talk at the inaugural Walter J. Burdette Trainee Symposium on Human
Genomics, Yale School of Medicine, New Haven, CT, USA, December 2, 2019.

Feng, Y.-C.A,, Ge, T., Chen, C. Y., Smoller, J. W., Neale, B. M. Evaluating the age-of-onset-dependent genetic
architecture of complex disorders in the UK Biobank. Platform talk at the American Society of Human Genetics
(ASHG), Houston, TX, USA, October 15-19, 2019.

Feng, Y.-C.A., Chu, S., Natarajan, P., Raychaudhuri, S., Weiss, S., Karlson, E. W., Smoller, J. W. A phenome-
wide analysis of rare variant burden using eMERGEseq data: challenges and preliminary results. Selected talk at
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Feng, Y.-C.A., on behalf of the Epi25 Collaborative. Quantifying the impact of ultra-rare coding variation across

6



the epilepsies. Invited talk at the Epilepsy Precision Medicine meeting, Washington, D.C., USA, September 16-
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