
B  Quality control C  Data denoising

(2) The ratio of non-perturbed cells 

D  Differential gene expression analysis E  Functional analysis of perturbation effects
Functional analysis by characterizing associations

between perturbations and MSigDB signatures

F  Characterization of relationships between perturbations

A Dataset and perturbation browser
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Perturbed cells
Non-perturbed cells

(1) Cosine similarity heatmap 
based on processed expression profile

(2) Distance heatmap
based on  E-distance function in pertpy

The intersection of differentially expressed genes
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(3) Cosine similarity heatmap 
based on latent factors output by GSFA
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(1) Dimensionality reduction visualization after denoising 
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