BROA - Establishing quality standards to facilitate creation of atlas-sized Perturb-seq datasets
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can now be scaled to unprecedented levels, enabling cost-effective
targeted and genome-wide screens.
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e We are using multiple single cell platforms (10x & lllumina PIPseq)
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Nomenclature for tracking cell attrition through processing Mixscale, as well as other analysis software, required computational
optimization for scaling to atlas-size datasets.
Standards applicable to multiple platforms (e.g. 10x & lllumina)
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