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Supp. Fig. 6: A) Analysis of the top 50 lipidomic metabolites and B) 20 top GC-TOF
metabolites from saliva that had the highest mean abundance across all samples using
Primer-e software. Metabolites were initially standardized within each sample, and then
across metabolites. Color indicates this normalized abundance of the metabolite. When
present, annotations were used for data.



