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Motivation - Scaling MAVE-SGE The Targeton

From Concept to Products - End-to-End Informatics

Multiplexed Assays of 
Variant Effect (MAVE) - 

high-throughput 
experimental approaches that 

measure the functional 
impact of thousands of 

genetic variants in parallel.

Saturation Genome Editing (SGE) - A CRISPR-based 
MAVE that measures the functional impact of 

thousands of variants in parallel, most commonly as 
loss-of-function effects via changes in cell survival.

Current Aim - Generate 
high quality variant effect 
maps for approximately 

800 essential genes

What will we need from Informatics? - A scalable 
ecosystem that standardises and automates MAVE 

workflows, and integrates with high-throughput 
laboratory processes—thereby enabling consistent, 

high-quality data generation with low turnaround-time.
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A consistently sized genomic segment that acts as the fundamental 
unit of design, execution, and analysis for MAVE-SGE experiments.
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Library Amplification Primers (LibAmps) define the boundary 
of the targeton genomic sequence
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What do our systems need?

Summary
We are building a software 
ecosystem for end-to-end 

MAVE-SGE workflows 
based around the targeton 

as a reproducible unit

Standardisation, 
automation, and QC will 

ensure reproducible, 
high-quality data delivered 
with low turnaround time
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Aiming for seamless 
integration of automated 
experimental design and 

downstream analysis with 
experimental workflows

Vision - Generate variant 
effect maps for all 

~20,000 genes in the 
human genome as part 
of the Atlas of Variant 

Effects.
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