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Increasing numbers of large-scale single cell RNA-Seq
projects are leading to a data explosion, which can only be
fully exploited through integrated data analysis. To overcome
the challenge of enormous datasets, we have developed
BBKNN, an extremely fast graph-based data integration
method for exploratory analysis. BBKNN successfully
connects cell populations across experimentally
heterogenous single cell RNA-seq datasets, revealing
underlying global structure of cell population based on RNA
expression profile. We have applied BBKNN to recently
obtained time course human developmental dataset,
especially focusing on thymus development. This analysis
unveils T cell differentiation trajectory into multiple lineages
and novel dendritic cell type required for negative T cell
selection.
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