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            Abstract
Single-cell RNA-seq can yield valuable insights about the variability within a population of seemingly homogeneous cells. We developed a quantitative statistical method to distinguish true biological variability from the high levels of technical noise in single-cell experiments. Our approach quantifies the statistical significance of observed cell-to-cell variability in expression strength on a gene-by-gene basis. We validate our approach using two independent data sets from Arabidopsis thaliana and Mus musculus.
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                    Figure 1: Dilution series of total A. thaliana RNA.[image: ]


Figure 2: Technical noise fit and inference of highly variable genes using total HeLa RNA as a spike-in in GL2 cells.[image: ]


Figure 3: Technical noise fit and inference of highly variable genes using ERCC spike-ins.[image: ]
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Change history
	11 October 2013
In the version of this article initially published online, the dilution for the ERCC Spike-In Control Mix added to the lysis mix was given as 1:40,000 in the Online Methods. The actual dilution used was 1:400. The error has been corrected for the PDF and HTML versions of this article.
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