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Figure E2. Progressive activation of representative inflammatory mediators associated with Th1, Th2, Th17 and Th22 T-cell subsets from non-lesion-
al (NL), through acute and chronic atopic dermatitis (AD) skin lesions, by genomic expression. A-D, Representative heatmaps of A, Th2 and IL-4/IL-13,
B, Th22/1L-22, C, Thl and IFN-y, and D, Th17/IL-17 induced genes, respectively. (red, up-regulated; blue, down-regulated). *P < .05, **P < .01, and ***P <
001, (n=8 for AD; n=15 for normals).



