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Assembly 8, 0.8%

Alignment 38, 3.6%

UMIs 41, 3.9%

Quantification 61, 5.8%

Cell cycle 25, 2.4%

Gene filtering 53, 5%

Imputation 74, 7%

Quality control 106, 10%

Normalisation 111, 10.5%

Integration 147, 13.9%

Stem cells 6, 0.6%

Rare cells 14, 1.3%

Classification 116, 11%

Ordering 129, 12.2%

Clustering 271, 25.6%

Expression patterns 39, 3.7%

Gene sets 73, 6.9%

Marker genes 90, 8.5%

Diff. expression 117, 11%

Gene networks 125, 11.8%

Variable genes 62, 5.9%

Interactive 89, 8.4%

Dim. red. 265, 25%

Visualisation 437, 41.3%

Haplotypes 2, 0.2%

Transformation 5, 0.5%

Allele specific 6, 0.6%

Modality 7, 0.7%

Perturbations 16, 1.5%

Immune 20, 1.9%

Alternative splicing 26, 2.5%

Variants 42, 4%

Simulation 73, 6.9%
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