Robust open source informatics workflow for high-throughput microscopy
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Large-scale imaging experiments Case Studies

Image analysis pipelines can quantify images Second Wave: Train for known phenotypes

First Wave: Measure known phenotypes Third Wave: Profile to identify phenotypes and characterize samples

Cells or organisms in multiwell plates, each well treated with a gene or chemical perturbant
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A “generic” image-based assay can classify compounds into mechanisms with 94% accuracy
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Profiling compound libraries using “CellPainting
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Stains 7 major cellular structures, results in > 1400 image features per cell.
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DNA stain with outlines identifying the nuclei

Designed assay to maximize potential insights gained from a single image-based profiling experiment. Clustering is
able group compounds like modulators of neuronal receptors (B) and cardiac glycosides (C), despite not using
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