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November 8, 2019
Dear Editor,

We are submitting our article “High throughput yeast strain phenotyping with droplet-based RNA sequencing” to be considered for publication in JoVE. 

The powerful tools available to edit yeast genomes have made it a valuable platform for microbial engineering. While it is now possible to construct libraries of millions of genetically distinct yeast strains, screening for a desired phenotype remains a significant bottleneck. We present an approach to accelerate strain screening by adapting single cell RNA sequencing to isogenic picoliter colonies of genetically engineered yeast strains.  The RNA sequencing data can be used to infer yeast phenotypes and debug engineered pathways. The scalability of our method addresses a critical bottleneck in microbial engineering.
We believe our manuscript is appropriate for publication in JoVE and will broadly interest the readership of your journal. 

This manuscript has not been published or is under consideration for publication elsewhere. 

Thank you for your consideration.
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