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 Figure S1. Typical total ion current chromatograms (TIC) of dark raw tea materials (YLs), Fuzhuan (FZ) tea, Liu-

pbao (LB) tea, Pu-erh (PU) tea, and Qingzhuan (QZ) tea. 
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Figure S2. Heatmap of differential metabolites in CDTs compared with YLs respectively, and the KEGG-based 

enrichment of aforementioned metabolites. A, B, C, D, exhibited heatmap of differential metabolites in YLs_vs_QZ, 

YLs_vs_PU, YLs_vs_LB, and YLs_vs_FZ, and the responsive KEGG enrichment
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Figure S3. Visualization of differential regulated metabolites in different dark tea (CDTs) compared its raw materials 

(YLs). (A) Flavonoid biosynthesis pathway referring to KEGG plant and microbial library; (B) Purine and 

pyrimidine alkaloids metabolism pathway; and (C) Amino acid metabolism pathway. 


