Highly sensitive transcriptomic-based pooled CRISPR screening enabled by Spatial Molecular Imager (SMI)
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Fundamental Challenge — Connecting regulatory elements to their genes
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* High Resolution — Unambiguous visualization and digital detection of gRNAs in single cells
* High Sensitivity — Demonstrated by:
o Detection of key AR related target genes that are typically low expressor (TPM ~ 1-10)
o Quantitation of AR related target genes on over 90% of the cells analyzed (~¥10% drop-out rate)

SMI data: Statistical analysis of transcript distribution between two gRNA
designated cells [cells detected with HPRT1 gRNA vs. non-target gRNA (CTRL)]
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