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    Abstract
A powerful feature of single-cell RNA-sequencing data analysis is the possibility to identify novel rare cell types. However, rare cell types are often missed by standard clustering approaches. We have developed CIARA (Cluster Independent Algorithm for the identification of markers of RAre cell types), a computational tool available in R and Python that outperforms existing methods for rare cell type detection. With CIARA, we found a small group of precursor cells among mouse embryonic stem cells and previously uncharacterized rare populations of cells in a human gastrula.
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