Immune cell analysis of lymphoma data with comparison to flow cytometry
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B cells and T cells from LM22

S6 Fig. Result of deconvolution of follicular lymphoma tumors data. Heatmap chart of
correlations between CDSeq-estimated cell-type-specific GEPs using fully unsupervised mode.
We set the number of cell types to be 8, hyperparameters a« = 5, 8 = 0.5, and 700 MCMC runs.
The 8 CDSeg-identified cell-type-specific GEPs were relatively highly correlated with naive B
cell and memory B cell GEPs but less correlated with the T cell GEPs. In fully unsupervised
mode, CDSeq could uncover signals only from B cells.



