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Background Results
* Human genetic analyses and functional genomic screens represent two *Integration of TDP43 screen with ALS rare variant analysis re-identifies known ALS risk genes and additional putative targets
pOWGFfUL orthogonal approaches for drug target discovery » Comparison of relevant human genetics — CRISPR screen pairs captures more putative targets than the inverse
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N Case : 4,366 20,806 16,324 18,381 64,164 Published FACS- Next st +Follow up on putative targets : validation and counter screen +Incorporating more human genetirs
N Ctrl: 1,832 59,804 27,969 625,219 based screen exts eps *Incorporating effect size and directionality +Additional biologically relevant CRISPR screens—
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