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Bio: Yuan Luo is an Associate Professor at Department of Preventive Medicine, Division of Health &
Biomedical Informatics at Feinberg School of Medicine in Northwestern University. He is Chief Al Officer at
Northwestern University Clinical and Translational Sciences Institute and Institute for Augmented Intelligence
in Medicine. His research interests include machine learning, natural language processing, time series analysis,
computational phenotyping and integrative genomics, with a focus on biomedical applications. He won the
American Medical Informatics Association (AMIA) New Investigator Award in 2020. He is currently an editor
with JAMIA Open, JBI, Plos One, JHIR. He served on AMIA Membership and Outreach Committee.

Abstract: The promise of precision medicine lies in data diversity. More than the sheer size of biomedical data,
it is the layering of multiple data modalities, offering complementary perspectives, that is thought to enable the
identification of patient subgroups with shared pathophysiology. In our recent Nature Medicine paper, we use
autism to test this notion and use state-of-the-art Al algorithms--graph clustering--to aggregate functionally
related genetic mutations, and to find novel mechanisms of autism. By combining healthcare claims, electronic
health records, familial whole-exome sequences, and neurodevelopmental gene expression patterns, we
identified a subgroup of patients with dyslipidemia-associated autism.

Educational Objects: Upon completion, participants should be able to:

e Layering of multiple data modalities enables the identification of patient subgroups with shared
pathophysiology.

e State-of-the-art graph clustering algorithms help to aggregate functionally related genetic mutations.

e Combining healthcare claims, electronic health records, familial whole-exome sequences, and
neurodevelopmental gene expression patterns leads to identifying a subgroup of patients with dyslipidemia-
associated autism.

Disclosure Statement: In compliance with the ACCME Standards for Commercial Support, everyone who is in
a position to control the content of an educational activity provided by the School of Medicine is expected to
disclose to the audience any relevant financial relationships with any commercial interest that relates to the
content of his/her presentation.

The faculty: Yuan Luo, the planners; and the CME provider have no relevant financial relationship with a
commercial interest (defined as any entity producing, marketing, re-selling, or distributing health care goods or
services consumed by, or used on, patients), that relates to the content that will be discussed in the educational
activity.

Continuing Medical Education Credits: The School of Medicine, State University of New York at Stony
Brook, is accredited by the Accreditation Council for Continuing Medical Education to provide continuing
medical education for physicians. The School of Medicine, State University of New York at Stony Brook
designates this live activity for a maximum of 1 AMA PRA Category 1 Credits™. Physicians should only
claim credit commensurate with the extent of their participation in the activity.



