Goal: Identify cell subpopulations and transcriptional heterogeneity within retinal organoids
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Data Analysis Loupe Cell Browser
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genome CellRanger count files and

 Barcode counting normalizes to same

* UMI counting sequencing depth

* Generates gene-barcode —>. Can be used to combine
matrices, determines data from multiple Default t-SNE plot in Loupe Cell Browser Overlay of known cell markers
clusters, performs gene samples
expression analysis

Cluster

Future Directions

* Construct custom reference genome to analyze transgene expression (GFP,
mCherry, etc.) within Loupe Cell Browser
* Explore targeted capture capabilities: V(D)J region, etc.

Reanalyze
* Tunable analysis of dimensionality
reduction, clustering, gene expression
algorithms
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