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Perturbing proteomes at single residue resolution using base editing
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segment replacement. They offer new opportunities for genome-wide perturbation studies and systems
biology.
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Systematic perturbation of essential genes identify sensitive sites across the genome.
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The Target-AID base editor allows precise and predictable editing of genomic targets. A) A set of
gRNAs targeting different yeast protein coding genes. B) Editing frequency of targets through the editing
process as measured by next-generation sequencing. C) A parsimonious model based on previous
studies’? identifies the most likely outcomes of Target-AID mutagenesis in yeast.
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