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Introduction Results

The ability to profile gene expression of single cells is essential to advance our understanding of
the molecular complexity of living cells, tissues, and organisms. Until recently, high-throughput
gene expression profiling methods could not be applied to single cells, and most analyses
required enrichment steps for the cell types of interest. By analyzing the transcriptomes of

301 cells from 10 distinct populations, we show that low-coverage (~2.7 x 10° reads per cell)

single-cell sequencing is sufficient for unbiased classification of cell identity, for discovery of LOW-COve rage S|ng|e-Ce” m RNA Seq |S S|ng|e-Ce” m RNA Seq Identlfles Cand |date

novel candidate biomarkers, and for detection of candidate effector genes of activated signaling

pathways. In a single sample of human fetal cortex, low-coverage sequencing detected radial 1A " : : : . .

glia, newborn neurons, and maturing neurons. Our strategy establishes an efficient method for SUﬁICIGHt to DeteCt Genes ContrIbUtlng to ReSpOnSG GeneS In ACtlvated Slg na“ﬂg Pathways
unbiased analysis and comparison of cell populations from heterogeneous tissue by single-cell

capture and low-coverage sequencing of many cells. Ce” |dent|ty
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C,™ Single-Cell Auto Prep System and C,™ Single-Cell Auto Prep Integrated Fluidic Circuit

(IFC). (a) The C,;™ System is used for pneumatic and thermal control of the C;"™M IFC. (b) The C;™ a a’ a” -
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