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Figure 6. Metabolite profiling of cecum extracts based on GC-TOF-MS and UPLC-Q-TOF-MS analysis. (A, B) The loading S-plot for mice cecum metabolite profiling  Fijgure 5. Microbial community analysis of in
of normal group (NOR) and single UVB-irradiated group (UVB). Each labeled marks ([l) in the S-plot were statistically significantly different metabolites (VIP > 1, p-  vitro fermentation of test materials with cecal
value < 0.05 in PLS-DA) between NOR and UVB. (C,D) Three-dimensional PLS-DA score plot for cecum metabolite profiling of UVB group and groups that short-  .ntents 24 hour. * p < 0.05 between CON and

term (7 days) administration of GTE, EGCG, caffeine, theanine, respectively, before singly UVB irradiation. (E) The heatmap of significantly different metabolites  iher groups.
(VIP > 1, p-value < 0.05) derived from PLS-DA (C, D). Each data point shown on the heatmap was normalized by the values of UVB group.
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: T s (R Single UVB 1rradiation induced significant influences on both skin and cecum metabolome and microbiome. The oral administration of
: GTE, EGCQG, cafteine, and theanine for 7days prior to UVB 1rradiation highly modulated both skin and gut-micro-environment. Among

them only GTE group significantly suppressed the erythema formation on dorsal skin of mice.
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