Using dotears to build causal Gene Regulatory Networks on Genome-wide Perturb-seq

Gene reqgulatory networks describe the causal
relationships between multiple different genes
and  their  expression  levels.

We apply dotears to a single
cell genome-wide CRISPR screen to uncover
regulatory relationships in lipid pathways.
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comparison of network changes across targets
reconstructs regulatory networks.

We applied dotears to a subset of the
Perturb-seq dataset focusing on 13
genes relevant to cholesterol levels, and

found 17 relationships.
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