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Supplementary Figure 1

A Quality control for single cell RNA-seq data.
B Heatmap for correlation of 23 clusters between hypoxic group and control.
C The stem score was caculated by AUCell in two group.
D Projection of single cells on GSE144273.
E The expression of marker genes in Neu1 and Neu2 clusters
F UMAP representation of cell populations from integration dataset split by treatment (hypoxia and control).
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Supplementary Figure 2
The trajectory identified by Palantir (Top panel: the hypoxia group; bottom panel: the control group).



hypoxia control

Supplementary Figure 3
The gene expression of selected genes along the trajectory. Different colors represent different lineage 
development  (Left panel: the hypoxia group; right panel: the control group).
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Supplementary Figure 4

A Structure of the trajectory during hypoxia. Milestones were labeled and colored by pseudotime.
B Details in Fig. 4E
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Overall signaling patterns − normal
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Supplementary Figure 5

A The overall signalling patterns in hypoxic groupand control.
B Boxplot of stemness and proliferation score. Wilcox test was conducted and the results showed p value was 
0.40 and 0.23, respectively.
C UMAP representation of the Ccl6 and Ccr2 expressing cell cluster.
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