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Seurat::SCTransform
• To eliminate some confounder



DESeq2::vst
• To stabilize the variance in between the genes



DESeq2::vst
• To stabilize the variance in between the genes





FindVariableFeatures(..., selection.method = "vst") 



PCA
- Compress information from tens of thousands of genes into a vector of around 50 
numbers.













FA & cNMF
- https://thewonlab.slack.com/archives/CCQTR2UNM/p1726769274196319



6 models for DE analysis
- https://thewonlab.slack.com/archives/CCQTR2UNM/p1774023602138449

ZiPert ; https://thewonlab.slack.com/archives/CCQTR2UNM/p1782500083480739



Differential Expression Analysis (DE)
 Gene expression ~ Condition + Covariates

e.g., Identifying genes differentially expressed following perturbation.

Differential Abundance Analysis (DA)
 Cell count ~ Condition + Covariates

e.g., Identifying cell types differentially abundant following exposure.











Thanks!
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