A computational model using the epigenome and trained on CRISPR drop-out screens SY R 2 G

can identify oncogenic dependencies in primary tumor samples '
Chris Fiore, Matthew L Eaton, Brian Johnston, Matt Guenther, Cindy Collins, Mei Wei Chen, John Carulli, Eric Olson

Syros Pharmaceuticals, 35 Cambridge Park Drive, Cambridge, MA

Abstract

Many H3K27ac scores can quantify enhancers to identify oncogenic dependencies
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PETCEREF integrates H3K27ac and GRN | PETCERF can identify oncogenic dependencies

scores to predict essential genes in primary tumors from H3K27ac ChlP-seq
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RARA-high AML cell lines are sensitive to SY-1425
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