
antibiotic catabolic process
cofactor metabolic process

homeostasis of number of cells
hydrogen peroxide catabolic process

cofactor catabolic process
myeloid cell development
myeloid cell homeostasis
erythrocyte homeostasis

erythrocyte differentiation
erythrocyte development

0 3 6 9

GO(BP) of Erythroid DEGs

regulation of blood coagulation
regulation of platelet activation

regulation of response to wounding
regulation of body fluid levels

response to wounding
wound healing

platelet activation
coagulation
hemostasis

blood coagulation

0 5 10 15 20 25

GO(BP) of MK DEGs

cell activation
leukocyte activation

leukocyte differentiation
cytokine production

immune response
immune effector process

hemopoiesis
immune system development

hematopoietic or lymphoid organ development
regulation of immune system process

0 25 50 75

GO(BP) of HSC DEGs

hemopoiesis
immune system development

cofactor metabolic process
tetrapyrrole biosynthetic process

porphyrin−containing compound biosynthetic process
heme biosynthetic process
pigment metabolic process

tetrapyrrole metabolic process
porphyrin−containing compound metabolic process

heme metabolic process

0 5 10 15

GO(BP) of ProE DEGs

b

c d

e

0
Log10 (Adjusted p-value)

−3

−6

−9

Gene count

Gene count

Gene count

Gene count

Gene count

Gene count

a

≤−10

GO(BP) of Myeloid DEGs
inflammatory response

defense response
immune response

positive regulation of TNF biosynthetic process
TNF biosynthetic process

regulation of TNF biosynthetic process
regulation of cytokine biosynthetic process

cytokine biosynthetic process
superoxide anion generation

cytokine metabolic process
0.0 2.5 5.0 7.5 10.0 12.5

angiogenesis
movement of cell or subcellular component

locomotion
tube development

tube morphogenesis
blood vessel morphogenesis

blood vessel development
vasculature development

cardiovascular system development
circulatory system development

0 25 50 75

GO(BP) of EC DEGsf

Supplementary Fig. S2 Gene ontology (biological processes) of fetal liver cells. a-f The 

gene ontology (GO) analysis of myeloid cell (a), megakaryocyte (MK) (b), erythroid progenitor 

(ProE) (c), erythroid cell (d), hematopoietic stem cell (HSC) (e) and endothelial cell (EC) (f), 

respectively. The differentially expressed genes (DEGs) were calculated through single cell 

RNA sequencing analysis by Seurat (adjusted p-value < 0.05; Wilcoxon rank-sum test with 

Bonferroni correction; fold change > 2). For each GO analysis, we show the top 10 categories 

of biological processes (BP) of the DEG sets. p-values were log10 transformed, the color 

scale for (a-f) is shown on the top right. TNF, tumor necrosis factor.


