
"Transcriptome profiling with lineage and single cell resolution in Caenorhabditis”

Abstract: Single cell RNA-seq of the developing C. elegans embryo revealed the expression changes from gastrulation to
terminal cell differentiation (Packer et al., Science, 2019) of more than 110 terminal cell types. We have since extended
the analysis to additional life stages, with the overall goal of delineating the transcriptome profile of the complete life
cycle. In addition we have begun a comparative analysis, using C. briggsae, which has a nearly identical embryonic cell
lineage, despite its extensive evolutionary divergence.
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