Discover, Connect, Contribute: Engagement for the
Pathways within the Atlas of Variant Effects functional

genomics

Alliance community
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The Atlas of Variant Effects (AVE) Alliance is a global community of
over 800 members across 57 countries, dedicated to accelerating
discoveries in functional genomics with direct applications in
precision medicine. At its core are Multiplexed Assays of Variant
Effect (MAVEs), which enable high-throughput measurement of
thousands of genetic variants in a single experiment.
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The Alliance fosters a collaborative and inclusive community
committed to the open exchange of MAVE data, protocols, and
methodologies. Outputs from Alliance activities include shared
resources that accelerate progress in variant interpretation.

Through our community of practice, we have now amassed over 7
million variant effect measurements. These measurements span
over 700 distinct human genes as well as genes in model
organisms, all publicly available through MaveDB, our open-
source database built to enable FAIR (Findable, Accessible,
Interoperable, and Reusable) data sharing and reuse.

Through dedicated workstreams and collaborations, AVE has
produced a rich community-driven body of work which include over
a dozen peer-reviewed publications that advance MAVE tools, set
standards, inform experimental design, and clinical interpretation
of the data.

Here we outline specific pathways for participation in this growing
international effort to map and apply variant effects at scale.

Participation in the Alliance Is open to all, and members are actively
encouraged to engage through a variety of pathways:

Learn how to make
a variant effect map!
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Attend and present at the
Mutational Scanning Symposium
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Seminar Series

Propose a topical interest
group
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Learn More!
Join us!



