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Poster presentation

CRISPR/Cas9 knock-out (KO) screens are instrumental to determine protein-disease relationships but
lack resolution beyond protein level to dissect sequence-function relationships within proteins of interest.
CRISPR/Cas9 base editing has emerged as powerful gene editing tool with the ability to induce targeted
and predictable point mutations with high efficiency and scalability. Recent work has shown that base
editors can be readily used in pooled genetic screens, mutationally scanning over proteins of interest
with amino acid-level resolution. Here, we propose to employ base editor scanning to identify functionally
essential amino acids in ‘undruggable’ anti-cancer phosphatases, providing rational starting points for
the development of drugs with an innovative mode of action.
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