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A simple scRNAseq clustering 
pipeline



  



  



  

We define a pipeline as, minimally, a list of functions to be successively applied on the 
output of the previous one
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Basic Seurat-based PipelineDefinition:

and its application to 9 datasets with true cell labels...



  

Filtering:

Tradeoff between 
classification accuracy 
and the proportion/bias 
of the excluded cells



  

Normalization & 
scaling:

Residual 
correlation with 
technical 
covariates, 
separability of the 
subpopulations 
(silhouette)

sctransform wins...



  

Feature 
selection:

Does the ranking /
selection track 
genes whose 
variance is 
between 
subpopulations?



  



  

Estimating the number of 
dimensions



  

Denoising/
Imputation

(with 
Anthony 
Sonrel)



  

Meet me at the 
(not-quite-up-to-date) 
poster for 
feedback/discussion!
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