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10x Genomics GEM-X
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Dissecting direct reprogramming from fibroblast to neuron using single-cell RNA-seq

Treutlein B et al. Nature 2016 8;534(7607):391-5
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Brain structure.
Zeisel A. et al.
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Cell types in the mouse cortex and hippocampus revealed by single-cell RNA-seq.
Science 2015 Mar 6;347(6226):1138-1142
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fgEry 7 2 X 91t (hierarchical clustering)
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K-nearest Neighbors (KNN)
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K-nearest Neighbors (KNN)
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Trajectory inference
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Pesudo-time
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Trajectory inference

h Monocle3
pseudotime
pseudotime

16
12

UMAP_2

Single cell transcriptomics clarifies the basophil differentiation trajectory and identifies pre-basophils
upstream of mature basophil.
Miyake K et al. Nat Commun. 2023 May 18;14:2694.
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