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Supplementary Figure S1. The common dysregulated KEGG pathways in both the CHS and

SSS models. In total, 2 and 11 pathways were found to be commonly downregulated and upregulated in

both models, respectively. One pathway (Rap1 signaling pathway) was found to be dysregulated in opposite

directions in the two murine models.
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Supplementary Figure S2. Pathway level comparison of the murine models with the pediatric

and adult human AD in the US1 cohort. (a) Comparison between the CHS model and human AD.

(b) Comparison between the SSS model and human AD.
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Supplementary Figure S3. The correlation between AD-index and SCORAD score for the

non-lesional samples from the US2 cohort.
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Supplementary Figure S4. Comparison of AD-index between the lesional and non-lesional

samples from the US2 cohort.
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Supplementary Figure S5. Comparison in gene expression fold change between the

MADAD and CHS/SSS transcriptomes. The red/blue dots denote the genes commonly upregu-

lated/downregulated in the MADAD and murine model transcriptomes. Only the 19 genes identified by Ewald 
et al. were included in this figure. (a) Correlation in gene expression fold change between the MADAD and 
CHS data. (b) Correlation in gene expression fold change between the MADAD and SSS data.
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