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Detecting Genome Wide Epistasis with Efficient Bayesian Network Learning
NIH ROO, PI: Jiang, Grant Number:RO0LM010822

Jiang et al. BMC Bioinformatics
(2011) ;12: 89

Jiang et al. Genetic Epidemiology
2010 34(6) : 578-81
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A New Generation Clinical Decision Support System
NIH/NLM RO1, Submitting PI: Jiang, Grant Number:R0O1LM011663
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Challenge 1. Learning interactive causes from datasets is important, but it is by no
means a trivial task.

Challenge 2. Big data driven machine learning is not yet fully utilized in medicine.

Leveraging Deep Learning and Bayesian Networks to Identify Risk Factors
and Support Personalized Prediction for Metastatic Breast Cancer
DoD BCRP Level ll, PI: Jiang, Grant Number:W81XWH1910495

Modeling and Discovery of Biomedical Knowledge (CCMD) from Big Data
(BD2K) NIH/NLM BD2K, Role: co-investigator.

Cure grant awarded by the Pennsylvania Department of Health ( PA DOH
4100070287). Role: co-investigator.
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PI3K Gyt PI3K

1. Continue to develop
new methods to help
further out understanding
of disease mechanisms.
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Al and machine learning
approach to precision
medicine!

promote precision
health.
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3. Continue‘o tackle

challenges of learning
from big data.
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Image source: Dvinge et al. Nature
497.7449 (2013): 378-382

Mutational catalogue of a cancer
genome

Image source: Alexandrov et al.
Cell Reports 3.1 (2013): 246-259




	Slide Number 1
	Slide Number 2
	Slide Number 3
	Slide Number 4

