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Cell ) NERINE reveals rare variant associations in gene
G?“lecs networks across phenotypes and implicates an
SNCA-PRL-LRRK2 subnetwork in Parkinson's disease
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; &) R N Nazeen S et al. (2026) Cell Genom 6(7):101284
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&\// [,,,‘ 3 ;\ I |‘//_§;‘ networks. The image depicts a nerine flower and the spatial structure of the
\> )il VDAC protein, which the program NERINE links with Parkinson's disease.
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Maintenance of Complex Trait
Variation: Classic Theory and Modern
Data

Koch EM, Sunyaev SR (2021) Front Genet 12:763363
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compendium of mutational processes in
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Based On Nucleotide Context
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Identification of cis-suppression of
human disease mutations by
comparative genomics

Single newtral variant. JOrdan DM et al. (2015) Nature 524(7564):225-229

The Sunyaev Lab is a computational genomics laboratory at Department of Biomedical Informatics,
Harvard Medical School and Division of Genetics, Brigham & Women's Hospital. The primary focus of
research in the lab is on genetic variation, including the biology and evolution of mutation, the effect of
variation on molecular function and structure, population genetics as a lens on evolution, and the
maintenance and allelic architecture of complex traits. We develop computational and statistical
methods for sequencing studies. We also have projects in cancer genomics and applied human genetics.
The lab encompasses a wide range of skills, backgrounds, and interests spanning these topics.

We are involved in the following graduate programs:

School
Harvard Biophysics Program

We participate in:

Harvard Bioinformatics and Integrative Genomics Program
Program in Quantitative Genomics at the Harvard School of Public Health

Biological & Biomedical Sciences Program at the Division of Medical Sciences, Harvard Medical

e Medical and Population Genetics Program at the Broad Institute of MIT and Harvard

e Boston Evolutionary Genomics Supergroup
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Vegan-friendly dinner at Koshari Mama, Spring 2022
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