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Recent technological developments of both microfluidic and combinatorial barcoding approaches for single-cell genomics allow transcriptomes of tens of thousands of single cells to be assayed. Profiling the transcriptomes of individual cells with single-cell RNA sequencing (scRNA-seq) can provide a detailed molecular characterization of cellular heterogeneity of the cell population under study, and a molecular understanding of a dynamic differentiation process by reconstructing developmental trajectories from static single-cell data. In this talk, I present an integrative approach to infer differentiation trajectories from scRNA-seq data. I apply this approach to reconstruct differentiation trajectories of stomach stem cells and adipocyte progenitors. 

