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Supplemental Fig. S6. EGR2 regulates the transcription factor cascade of alternative macrophage polar-
ization. Related to Fig. 6.
A, Analysis pipeline to investigate the transcription factor network of alternative macrophage polarization. The 
number of transcription factors at each step of the workflow is indicated. Red and green arrows indicate the 
direction of change in gene expression when wild type control and IL-4 polarized macrophages are compared. 
The same comparison for Egr2+/+ and Egr2fl/fl macrophages is shown.
B, Scatter plot representation of the differentially expressed transcription factors between control and IL-4 
polarized conditions in Egr2+/+ and Egr2fl/fl macrophages.
C-D, Quantification of western blot results presented on Figure 6h (Stat6-/-) and i (Egr2fl/fl) by densitometry. 
Experiments were repeated four times, and significant changes between groups were calculated by, two-way 
analysis of variance (ANOVA).


