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Supplementary Figure 1. Epithelial cell expression of ZFP36L1 and ZFP36L2 encoding 
transcripts. We interrogated the Lung Cell Atlas (https://asthma.cellgeni.sanger.ac.uk/) to determine 
the main airway epithelial cell type that presents ZFP36L1 and ZFP36L2 mRNA expression. While 
ZFP36L1 was more diffusely present, ZFP36L2 expression was more restricted to Basal 1 and Basal 
2 type epithelial cells. 
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Supplementary Figure 2. mRNA expression in asthma related transcripts in the U-BIOPRED 
dataset (GSE76227). Microarray data was analyzed using limma. Log intensity values are plotted. 
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Supplementary Figure 3. Lung regions employed in each experiment. Diagram depicting the 
regions employed in our mice analyses. 
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Supplementary Figure 4. Immunohistochemistry staining of ZFP36L2 in bronchial biopsies 
from healthy controls and patients with severe asthma. Representative images of sections from a 
patients classified as healthy controls and a patient with severe asthma. Scale bar represents 50 µm.  
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Supplementary Figure 5. Restoration of ZFP36L1/L2 in bronchial epithelial cells from patients 
with severe asthma does not modulate TNFA or VEGF mRNA expression. 
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