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Supplementary Figure 1 — gf-icf improves cell clustering and visualization (A) Comparison
between UMAP (Mclnnes et al., 2018) projection of about 40k human PBMCs single cell
transcriptional profiles (Material and Methods) after have been normalized with gf-icf pipeline (left)
or Seurat tool (right). Cells are coloured according to their cell type of origin identified by FACS
analysis by Grace et al. (B) Average Euclidean distance among PBMCs of the same type using either
gf-icf pipeline or the Seurat tool (C) Distribution of the average Euclidean distance among PBMCs of
the same type using either gf-icf pipeline or the Seurat tool. Legend: Tcy=Cytotoxic T-cells; Th=Helper
T-cells; Trec=Regulatory T-cells; Tuem=Memory T-Cells; Tncy=Naive Cytotoxic T-Cells; Tn=Naive
T-Cells; NK Cells=Natural Killer Cells
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Supplementary Figure 2 - gf-icf improves cell clustering and visualization (A) Comparison
between t-SNE (Laurens van der Maaten and Hinton, 2008) projection of about 27k mouse retina
bipolar single cell transcriptional profiles after have been normalized with gf-icf pipeline (left) or as
reported in the original manuscript (Shekhar et al., 2016) (right). Cells are coloured according to their
cell type of origin as identified in the original manuscript (Shekhar et al., 2016) (B) Average Euclidean
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distance among retinal bipolar cells of the same type using either gf-icf pipeline or the rescaled
coordinated of t-SNE projection in the original publication (Shekhar et al., 2016) (C) Distribution of
the average Euclidean distance among retinal bipolar cells of the same type using either gf-icf pipeline
or the rescaled coordinated of t-SNE projection in the original publication (Shekhar et al., 2016).
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Supplementary Figure 3 — t-SNE projection of 55,656 mouse cells from TabulaMuris project
(Schaum et al., 2018) after having been normalized with gf-icf pipeline. Cells were clustered using
Louvain and colored according to the cluster they belong. Clusters were numbered from 1 to 48.
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Supplementary Figure 4 —

data its cell type compositi
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Cluster Number

Cluster Purity. For each of the 48 clusters we identified in TabulaMuris
ion is reported. Cell type of each cell was retrieved from the original

publication (Schaum et al., 2018).
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Supplementary Figure 5 —
FACS-sorted cell type (left)
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scoring for about 40k human PBMCs (Material and Methods). CD8+ T-cell (dotted circle) are almost
all predicted wrong.
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