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Figure S5: Within cell-types analysis for the Blish dataset, through the comparison of predicted LFC with cytokyne
genes microarrray.
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Figure S6: Predicted LFC correlations with reference RNA data for several cell-type-specific cytokine stimulation
markers. In each subgraph, points correspond to the correlation for a given cell-type (B, Dendritic, NK, CD4, CD8, or
gamma-deltas.)
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Figure S7: Effect of molecular cross-validation (MCV) on LFC estimation and posterior DE probabilities on Poisson
negative-control data using scVI-lvm. The model either used the same transcripts to train the model and to detect DE
genes (Full) or used different molecules for model fitting and inference (MCV), according to a 80%-20% split. Left:
Distribution of obtained LFC estimates. Middle and right: Distribution of posterior DE probabilities for two LFC
thresholds (δ = 0.1 and δ = 0.3).
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Figure S8: FDR-TPR curves on the Symsim dataset for varying A sizes, comparing different likelihood models for
scVI-lvm. In this experiment, B = 500, C = 2000.
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